Match length 

% identity 

NCBI Description 



87 
78 

(AL031394) putative protein [Arabidopsis thaliana] 



Seq. No. 


192537 


Contig ID 


6712 1.R1039 




LIR31 65-02 1-P1-K1-D5 


Method 










4 

r± U J 


E value 


8 . Oe-45 




iz. j 


O JLVxCIILJ. L y 


72 


NCRT np<?pri ot "i on 


(AL049488) nutative 


Seq. No. 


192538 


Contig ID 


6712 2.R1039 


5 '-most EST 


g5050683 


Method 


BLASTX 


NCBI GI 


gl076545 


BLAST score 


700 


E value 


8.0e-74 


Match length 


198 


% identity 


70 


NCBI Description 


guanine nucleotide r 



>gi I 547478 | emb | CAA85733 1 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ory protein - fava bean 
Z37503) guanine nucleotide 
regulatory protein [Vicia faba] >gi | 1098297 | prf | | 2115367E 
small GTP-binding protein [Vicia faba] 



192539 

6713JL.R1039 

LIB3165-016-P1-K1-F4 

BLASTX 

g2633727 

260 

2.0e-22 

145 

43 

(Z99111) ykrT [Bacillus subtilis] 



Seq. No. 


192540 






Contig ID 


6715 1.R1039 






5 '-most EST 


LIB3083-053-Q1 


-LI 


-A6 


Seq. No. 


192541 






Contig ID 


6726 1.R1039 






5 '-most EST 


LIB3145-034-Q1 


-Kl 


-G4 


Seq. No. 


192542 






Contig ID 


6731 1.R1039 






5 '-most EST 


LIB3197-012-P1 


-Ml 


-G10 


Method 


BLASTX 






NCBI GI 


g4204260 






BLAST score 


196 






E value 


1.0e-14 






Match length 


60 






% identity 


60 







25796 



NCBI Description (AC005223) 25568 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 ? : -most EST 
Method 



192543 

6736_1.R1039 

uC-gsflmaxxa029gllbl 

BLASTX 

g2492504 

798 

^4.06-85 
331 
41 

CELL DIVISION CYCLE PROTEIN 48 HOMOLOG 

>giil669660|emb|CAA70565| (Y09396) protein of AAA family 
[Capsicum annuum] 

192544 

6737_1.R1039 

LIB3083-056-Q1-L1-B8 

BLASTX 

g4468990 

580 

1.0e-59 

183 

67 

(AL035605) putative protein [Arabidopsis thaliana] 
192545 

6738_1.R1039 

LIB3083-053-Q1-L1-C9 

BLASTX 

g3850587 

391 

6.0e-38 

99 

79 

(AC005278) Strong similarity to gi 12244780 hypothetical 
protein from Arabidopsis thaliana chromosome 4 contig 
gb|Z97335. [Arabidopsis thaliana] 

192546 

6739JL.R1039 

LIB3083-053-Q1-L1-D10 

BLASTX 

g547683 

255 

5.0e-22 

84 

68 

HEAT SHOCK COGNATE PROTEIN 80 >gi 1170456 (M96549) heat 
shock cognate protein 80 [Solanum lycopersicuirt] 
>gi I 445601 iprf || 1909348A heat shock protein hsp80 
[Lycopersicon esculentum] 

192547 

6741_1.R1039 

LIB3145-029-Q1-K1-A5 

BLASTX 



25797 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl589778 
683 

3.0e-72 

134 

93 

(U62135) SPINDLY [Arabidopsis thaliana] 
192548 

6744JL.R1039 

g5049447 

BLASTX 

g3023190 

1097 

1.0e-120 

259 
84 

14-3-3-LIKE PROTEIN 16R >gi | 1888459 | emb | CAA72381 | 
14-3-3 protein [Solanum tuberosum] 



(Y11685) 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192549 

6744_2.R1039 

g5045432 

BLASTX 

gll68195 

815 

2.0e-87 

197 

82 

14-3-3-LIKE PROTEIN >gi | 478595 | pir | | S20580 protein kinase C 
inhibitor homolog - Hooker's evening primrose 
>gi|20062|emb|CAA44642| (X62838) protein kinase C inhibitor 
homologue [Oenothera elata subsp. hookeri] 

192550 

6744__3.R1039 

uC-gsflnu33B049d03bl 

BLASTX 

gl!68189 

743 

7.0e-79 

195 

83 

14-3-3-LIKE PROTEIN A (VFA-1433A) >gi | 1076542 | pir | | S52899 
14-3-3 brain protein homolog - fava bean 
>gi|695765|emb|CAA88415| (Z48504) 14-3-3 brain protein 
homolog [Vicia faba] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192551 

6744_4.R1039 

uC-gsflnu33B011hl0bl 

BLASTX 

gll68196 

260 

2.0e-26 

82 
82 

14-3-3-LIKE PROTEIN >gi 1555974 



(U15036) 14-3-3-like protein 



25798 



[Pisum sativum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192552 

6744_6.R1039 

LIB3165-039-Q1-K1-B2 

BLASTX 

gl702986 

437 

3.0e-43 

111 

84 

14-3-3-LIKE PROTEIN GF14 CHI >gi 11255987 (U09377) GF14chi 
isoform [Arabidopsis thaliana] >gi 11256534 (L09112) GF14 
chi chain [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192553 

6744_7.R1039 

LIB3272-021-P1-K1-D5 

BLASTX 

g3153902 

412 

2.0e-40 

109 

78 

(AF066076) 14-3-3-like protein [Helianthus annuus] 



Seq. No. 


192554 




Contig ID 


6748 1.R1039 




5 '-most EST 


g5048889 




Method 


BLASTN 




NCBI GI 


g3420238 




BLAST score 


263 




E value 


1.0e-146 




Match length 


527 




% identity 


91 




NCBI Description 


Gossypium hirsutum act in gene, 


complete cds 


Seq. No. 


192555 




Contig ID 


6750 1.R1039 




5' -most EST 


LIB3272-045-P1-K1-F7 




Method 


BLASTX 




NCBI GI 


g345829 




BLAST score 


447 




E value 


4.0e-48 




Match length 


149 




% identity 


64 




NCBI Description 


ubiquitin carrier protein E2 - 


human 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



192556 

6758J..R1039 

LIB3083-053-Q1-L1-E7 

BLASTX 

gl293835 

248 

4.0e-21 

110 

47 



25799 



NCBI Description (U56965) C15H9.5 gene product [Caenorhabditis elegans] 



Seq. No. 
Contig ID 
5' -most EST 



192557 

6759_1.R1039 
LIB3197-046-Q1-M1-E11 



Seq. No. 

Contig -ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



192558 

6761_1.R1039 

g5044445 

BLASTX 

g3098571 

433 

4.0e-42 

221 

39 

(AF049028) BURP domain containing protein [Brassica napus] 
192559 

6761_2.R1039 

LIB3189-032-P1-K1-D2 

BLASTX 

g3098571 

230 

7.0e-19 

97 

44 

(AF049028) BURP domain containing protein [Brassica napus] 
192560 

6763_1.R1039 

uC-gsflnu33B072c06bl 

BLASTX 

g2055230 

438 

3.0e-43 

180 

49 

(AB000130) SRC 2 [Glycine max] 
192561 

6766_1.R1039 

LIB3083-053-Q1-L1-F5 

BLASTX 

g4218121 

580 

9.0e-60 

191 

58 

(AL035353) putative protein [Arabidopsis thaliana] 
192562 

6769JL.R1039 
LIB3083-053-Q1-L1-F9 

192563 

6771JL.R1039 
LIB3083-053-Q1-L1-G12 



25800 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192564 

6775JL.R1039 

g5046633 

BLASTX 

g4263771 

345 

4.0e-32 

114 

60 

(AC006218) putative nonspecific lipid-transf er protein 
precursor [Arabidopsis thaliana] 

192565 

6775_2.R1039 

LIB3149-018-Q1-K1-B10 

BLASTX 

gl24226 

408 

4.0e-79 

159 
89 

INITIATION FACTOR 5A-2 (EIF-5A) (EIF-4D) 

>gi 1 100278 Ipir | IS21059 translation initiation factor 

eIF-5A.2 - curled-leaved tobacco >gi 1 19702 | emb | CAA45104 I 

(X63542) eukaryotic initiation factor 5A (2) [Nicotiana 

plumbaginifolia] 

192566 

6775_3.R1039 

uC-gsronu33B104d08bl 

BLASTX 

gl777443 

170 

8.0e-12 

108 

44 

(U28422) CCA1 [Arabidopsis thaliana] >gi| 3510263 (AC005310) 
DNA-binding protein CCA1 [Arabidopsis thaliana] >gi 14090569 
(U79156) CCA1 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192567 

6775_5.R1039 

g5045445 

BLASTX 

gl24226 

793 

1.0e-84 

159 

94 

INITIATION FACTOR 5A-2 (EIF-5A) (EIF-4D) 
>gi 1 100278 Ipir | | S21059 translation initiation factor 
eIF-5A.2 - curled-leaved tobacco >gi 1 19702 | emb | CAA45 104 | 
(X63542) eukaryotic initiation factor 5A (2) [Nicotiana 
plumbaginifolia] 



Seq. No. 



192568 



25801 



II 



Contig ID 

5 ? -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



6775_6.R1039 

LIB3146-002-P1-K2-B2 

BLASTX 

gl24226 

786 

6.0e-84 

159 

94 

INITIATION FACTOR 5A-2 (EIF-5A) (EIF-4D) 
>gi 1 100278 ipir || S21059 translation initiation factor 
eIF-5A.2 - curled-leaved tobacco >gi | 19702 | emb | CAA4 5104 | 
(X63542) eukaryotic initiation factor 5A (2) [Nicotiana 
plumbaginifolia] 

192569 

6775__7.R1039 

LIB3146-008-Q1-K1-B4 

BLASTN 

g3789947 

129 

3.0e-66 

353 

84 

Oryza sativa translation initiation factor 5A (eIF-5A) 
mRNA, complete cds 

192570 

6775_9.R1039 

LIB3135-048-Q1-K1-E11 

BLASTX 

gl24224 

620 

1.0e-64 

122 

94 

INITIATION FACTOR 5A-1 (EIF-5A) (EIF-4D) 

>gi 1 100345 Ipir | IS21060 translation initiation factor elF- 
- common tobacco >gi | 19887 | emb | CAA45105 | (X63543) 
eukaryotic initiatin factor 5A (3) [Nicotiana tabacum] 

192571 

6775JL2.R1039 

LIB3146-032-Q1-K1-E9 

BLASTX 

gl24226 

424 

8.0e-42 

103 

81 

INITIATION FACTOR 5A-2 (EIF-5A) (EIF-4D) 
>gi 1 100278 Ipir M S21059 translation initiation factor 
eIF-5A.2 - curled-leaved tobacco >gi | 19702 | emb | CAA45104 | 
(X63542) eukaryotic initiation factor 5A (2) [Nicotiana 
plumbaginifolia] 

192572 

6776 1.R1039 



25802 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 ? -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g5045361 
BLASTX 
g4038036 
258 

7.0e-22 

205 

37 

(AC005936) 



unknown protein [Arabidopsis thaliana] 



192573 

6777_1.R1039 

uC-gsflnu33B085hllbl 

BLASTX 

g3915089 

1382 

0.0e+00 

376 

85 

TRANS -CINNAMATE 4 -MONOOXYGENASE (CINNAMIC ACID 

4 -HYDROXYLASE) (CA4H) (P450C4H) (CYTOCHROME P450 73) 

>gi|2144269|pir| IJC5129 trans-cinnamate 4-monooxygenase (EC 

1.14.13.11) A - Populus kitakamiensis 

>gi| 1139561 | dbj |BAA11579| (D82815) cinnamic acid 

4 -hydroxylase [Populus kitakamiensis] 

>gi 1 1777370 | dbj |BAA11576| (D82812) cinnamic acid 

4 -hydroxylase [Populus kitakamiensis] 

192574 

6778_1.R1039 

uC-gsronu33B124f06bl 

BLASTX 

g2982268 

677 

4.0e-71 

139 

94 

(AF051217) probable 40S ribosomal protein S15 [Picea 
mariana] 

192575 

6778_2.R1039 

uC-gsflnu33B107fl0bl 

BLASTX 

g730645 

640 

1.0e-66 

152 

84 

40S RIBOSOMAL PROTEIN S15 >gi | 629556 | pir | I S43412 ribosomal 
protein S15 - Arabidopsis thaliana >gi | 313152 | emb I CAA80679 I 
(Z23161) ribosomal protein S15 [Arabidopsis thaliana] 
>gi|313188|emb|CAA80681| (Z23162) ribosomal protein S15 
[Arabidopsis thaliana] >gi | 1903366 | gb IAAB70449 | (AC000104) 
Strong similarity to Oryza 40S ribosomal protein S15. ESTs 
gb|R29788 / gb|ATTS0365 come from this gene. [Arabidopsis 
thaliana] 



25803 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192576 

6778J3.R1039 

LIB3147-039-Q1-K1-G1 

BLASTX 

g2982268 

581 

6.0e-60 

121 

93 

(AF051217) probable 40S ribosomal protein S15 [Picea 
mariana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192577 

6778_4.R1039 

LIB3146-023-Q1-K1-C1 

BLASTX 

g730645 

136 

5.0e-ll 

117 

41 

40S RIBOSOMAL PROTEIN S15 >gi | 62955 6 | pir || S43412 ribosomal 
protein S15 - Arabidopsis thaliana >gi | 313152 | emb | CAA8067 9 | 
(Z23161) ribosomal protein S15 [Arabidopsis thaliana] 
>gi|313188|emb|CAA80681| (Z23162) ribosomal protein S15 
[Arabidopsis thaliana] >gi | 1903366 | gb IAAB7044 9 | (AC000104) 
Strong similarity to Oryza 40S ribosomal protein S15. ESTs 
gb|R29788,gb|ATTS0365 come from this gene. [Arabidopsis 
thaliana] 



Seq. No. 


192578 


Contig ID 


6781 1.R1039 


5 '-most EST 


LIB3189-036-P1-K1-H6 


Method 


BLASTX 


NCBI GI 


g2245000 


BLAST score 


168 


E value 


2.0e-ll 


Match length 


138 


% identity 


30 


NCBI Description 


(Z97341) hypothetical prote 


Seq. No. 


192579 


Contig ID 


6783 1.R1039 


5 '-most EST 


LIB3083-053-Q1-L1-H8 


Seq. No. 


192580 


Contig ID 


6786 1.R1039 


5 '-most EST 


uC-gsflnu33B084g06bl 


Method 


BLASTX 


NCBI GI 


g4218121 


BLAST score 


523 


E value 


2.0e-53 


Match length 


147 


% identity 


64 


NCBI Description 


(AL035353) putative protein 


Seq. No. 


192581 



[Arabidopsis thaliana] 



25804 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
S'-most EST 



6787_1.R1039 

LIB314 6-007-Q1-K1-E6 

BLASTX 

g2864609 

262 

2.0e-22 

134 

46 

(AL021811) putative protein [Arabidopsis thaliana] 
>gi|404 9337!emb|CAA22562| (AL034567) putative protein 
[Arabidopsis thaliana] 

192582 

6795_1.R1039 

LIB3083-054-Q1-L1-E11 

BLASTX 

g4512673 

1073 

1.0e-117 

271 

82 

(AC006931) putative phosphoprotein phosphatase [Arabidopsis 
thaliana] 

192583 

6797_1.R1039 
LIB3197-025-Q1-M1-A8 

192584 

6801_1.R1039 

LIB3197-025-Q1-M1-A9 

BLASTX 

g3283893 

408 

1.0e-39 

181 

45 

(AF070626) unknown [Homo sapiens] 
192585 

6807_1.R1039 
LIB3083-108-Q1-L1-F2 

192586 

6817_1.R1039 

g5049327 

BLASTX 

g2213613 

168 

2.0e-ll 

125 

36 

(AC000103) F21J9.7 [Arabidopsis thaliana] 
192587 

6824_1.R1039 
LIB3135-029-Q1-K1-A12 



25805 



# 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
S'-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



192588 

6829_1.R1039 

LIB3083-055-Q1-L1-C6 

BLASTN 

g3327922 

33 

8.0e-09 

77 

86 

Arabidopsis thaliana chromosome II BAC T31E10 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

192589 

6831_1.R1039 

uC-gsflnu33B011d03bl 

BLASTX 

g3860308 

210 

2.0e-16 

69 

62 

(AJ012681) hypothetical protein [Cicer arietinum] 
192590 

6837_1.R1039 
LIB3272-019-P1-K1-G5 

192591 

6857_1.R1039 

uC-gsronu33B002hl2bl 

BLASTX 

g2879867 

412 

6.0e-40 
115 
69 

(AL021816) 
pombe] 



40s ribosomal protein S17 [Schizosaccharomyces 



192592 

6864JL.R1039 

LIB3083-055-Q1-L1-G6 

BLASTX 

g3834307 

259 

2.0e-22 

70 

71 

(AC005679) Strong similarity to gene T10I14.120 gi 12832679 
putative protein from Arabidopsis thaliana BAC gb|AL021712 
*fi§Ts gb|N65887 and gb|N65627 come from this gene. 
[Arabidopsis thaliana] 

192593 

6868J..R1039 
LIB3120-023-Q1-K1-B3 



25806 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST ^ 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



192594 

6874_1.R1039 
LIB3083-055-Q1-L1-H8 

192595 

6877_1.R1039 

uC-gsronu33B038c04bl 

BLASTX 

g4049341 

374 

2.0e-35 

120 

64 

(AL034567) putative protein [Arabidopsis thaliana] 
192596 

6885JL.R1039 

uC- gs f lmaxxa 0 9 6h0 3bl 

BLASTX 

g3033381 

922 

1.0e-99 
216 
84 

(AC004238) 
thaliana] 



putative UDP-galactose-4-epimerase [Arabidopsis 



192597 

6886_1.R1039 

g5049778 

BLASTX 

g2654358 

559 

3.0e-57 

184 

58 

(Y15522) MNUDC protein [Mus musculus] 

>gi|2808636|emb|CAA57201| (X81443) Sig 92 [Mus musculus] 
192598 

6886_2.R1039 

uC-gsflmaxxa049b09bl 

BLASTX 

g2654358 

408 

2.0e-39 

144 

53 



(Y15522) MNUDC protein [Mus musculuM^" , -* 
>gi I 2808636 |emblCAA57201| (X81443) 7§Sf-"92 iMus 



>g 

192599 

6890__1.R1039 

LIB3145-041-Q1-K1-G1 

BLASTX 

g!710780 



musculus] 



25807 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. - 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

-BLAST score 

E; value • 

Match length 

% identity 

NCBI Description 



685 

6.0e-72 

186 

70 

40S RIBOSOMAL PROTEIN S9 (S7) >gi | 1321917 | emb | CAA654 33 | 
(X96613) cytoplasmic ribosomal protein S7 [Podospora 
anserina] 

192600 

6890_2.R1039 

g5044477 

BLASTX 

gl710780 

444 

9.0e-63 

173 

72 

40S RIBOSOMAL PROTEIN S9 (S7) >gi 1 1321917 | emb | CAA654 33 | 
(X96613) cytoplasmic ribosomal protein S7 [Podospora 
anserina] 

192601 

6890__3.R1039 

LIB3135-007-Q1-K1-B8 

BLASTX 

gl710780 

365 

1.0e-34 

97 

74 

40S RIBOSOMAL PROTEIN S9 (S7) >gi 1 1321917 | emb i CAA654 33 | 
(X96613) cytoplasmic ribosomal protein S7 [Podospora 
anserina] 

192602 

6896_1.R1039 

uC-gsflmaxxa064a06bl 

BLASTX 

g3395431 

238 

2.0e-19 

81 

53 

(AC004 683) unknown protein [Arabidopsis thaliana] 
192603 

6908_1.R1039 

LIB3147-029-Q1-K1-E12 

BLASTX 

g3341681 

382 

1.0e-36 ' , ' 

86 

87 

(AC003672) small GTP-binding protein [Arabidopsis thaliana] 
>gi|741994|prf | I2008312A GTP-binding protein [Arabidopsis 
thaliana] 



25808 



Seq. No. 


X Zt \j U 'i 


Contig ID 


6918 1 R1039 


5' -most EST 


LIB3272-033-P1-K1-H4 


Method 


BLASTX 


NCBI GI 


g2289002 


BLAST score 


340 


E value 


1 . Oe-31 


Match length 


148 


% identity 


52 


NCBI Description 


\^-iv^\j jjj ; UHJS.I1UWX1 proLein L-"-raDiaopsis ti.naJ.iana J 


Seq, No* 




Contig ID 




5 f -most EST 


a5047023 


Method 


BLASTX 


NCBI GI 


g3204134 


BLAST score 


671 


E value 


1 . Oe-70 


Match length 


176 


% identity 


67 


NCBI Description 


\irLuuvvf/±} ufcjuci gdidCLOsiaase L^icer arietmumj 


Sea No 


1 ?i ou 0 


Contia ID 




5 '-most EST 


a332?H 69 

y w> .J i, U _L \J J 


Method 


BLASTX 


NCBI GI 


g2853219 


BLAST score 




E value 


7 . Oe-73 


Ma t ch 1 engt h 


178 


% ident i t v 


19 


NCBI Description 


iAuuuuyzjj g±urarnione transferase [Canca papayaj 


kj ^ VJ » Lt \J • 


± y£ DU / 


Contia ID 




5 1 -most EST 


u.^ yolUUujJDll /DUZDl 


Method 


BLASTX 


NCBI GI 


g2341028 


BLAST score 


666 


E value 


5. Oe-70 


Match length 


129 


% identity 


99 


NCBI Description 


(AC000104) Strong similarity to 60S ribosomal protei 




<gb|X01694). EST gb|AA042332 comes from this gene. 




[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
" NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



192608 

6930_3.R1039 
LIB3083-056-Q1-L1-F9 
BLASTX 
g2920666 
400 

7.0e-39 

100 

73 

(AF048978) 2,4-D inducible glutathione S- 



•transferase 



25809 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
' Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



[Glycine max] 
192609 

6930__4.R1039 

LIB3272-002-P1-K1-A5 

BLASTX 

g2052029 

451 

6.0e-45 

120 

68 

(Y10820) glutathione transferase [Glycine max] 



192610 

6930_5.R1039 

uC-gsflnu33B062a08bl 

BLASTX 

g2982289 

528 

4.0e-54 

104 

96 

(AF051229) 60S ribosomal protein L17 



[Picea mariana] 



192611 

6931_1.R1039 

LIB3189-034-P1-K1-G12 

BLASTX 

g2979555 

144 

6.0e-09 

70 

36 

(AC003680) unknown protein [Arabidopsis thaliana] 
192612 

6936_1.R1039 

uC-gsflnu33B027h05bl 

BLASTX 

g4193382 

386 

4.0e-37 

86 

83 

(AF083336) ribosomal protein S27 [Arabidopsis thaliana] 
>gi | 4193384 (AF083337) ribosomal protein S27 [Arabidopsis 
thaliana] 

192613 

6936__2.R1039 
LIB3148-035-Q1-K1-H4 

BLASTX . - - 

g4193382 

392 

6.0e-38 

86 

84 



25810 



NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



(AF083336) ribosomal protein S27 [Arabidopsis thaliana] 
>gi 1 4193384 (AF083337) ribosomal protein S27 [Arabidopsis 
thaliana] 

192614 

6936_3.R1039 

LIB3149-046-Q1-K1-B3 

BLASTX 

g4097547 

282 

6.0e-25 

67 

45 

(U64906) ATFP3 [Arabidopsis thaliana] 
192615 

6937JL.R1039 
LIB3083-056-Q1-L1-G5 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI 

BLAST score ~ , 
E value 
Match length 
% identity 
NCBI Description 



192616 

6940_1.R1039 

LIB3083-056-Q1-L1-G9 

BLASTX 

g2982783 

323 

1.0e-29 

228 

32 

(AE000670) 3-hydroxyisobutyrate dehydrogenase [Aquifex 
aeolicus] 

192617 

6951JL.R1039 

g5050753 

BLASTX 

gl!71866 

825 

2.0e-88 

212 

74 

NADH - UB I QU I NONE OXIDOREDUCTASE 20 KD SUBUNIT PRECURSOR 
(COMPLEX I-20KD) (CI-20KD) >gi I 629601 1 pir || S48826 NADH 
dehydrogenase (ubiquinone) (EC 1.6.5.3) chain PSST - wild 
cabbage >gi I 562282 i emb 1 CAA57725 | (X82274) PSST subunit of 
NADH: ubiquinone oxidoreductase [Brassica oleracea] 

192618 

6953_1.R1039 

LIB3083-057-Q1-L1-A10 

BLASTN 

g3063438 

34 

2.0e-09 

74 

86 

Complete sequence of Arabidopsis F22013, complete sequence 
[Arabidopsis thaliana] 



25811 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

5, value 

Match length 

%' identity 

NCBI Description 



192619 

6960JL.R1039 
LIB3189-047-P1-K1-G8 

192620 

6965_1.R1039 

LIB3083-057-Q1-L1-D10 

BLASTX 

g3927831 

1095 

1.0e-120 

239 
67 

(AC005727) similar to mouse ankyrin 3 [Arabidopsis 
thaliana] 

192621 

6984_1.R1039 

LIB3197-028-Q1-M1-A8 

BLASTX 

gl35406 

671 

1.0e-70 

137 

91 

TUBULIN ALPHA- 3 /ALPHA- 5 CHAIN >gi | 99768 | pir | |A32712 tubulin 
alpha-5 chain - Arabidopsis thaliana >gi 1 166912 (M17189) 
alpha-tubulin [Arabidopsis thaliana] >gi 1 166918 (M84698) 
alpha-5 tubulin [Arabidopsis thaliana] 

192622 

6993JL.R1039 

g5049634 

BLASTX 

g728880 

536 

1.0e-54 

150 

69 

N-TERMINAL ACET YLTRANS FERASE COMPLEX ARD1 SUBUNIT HOMOLOG 
>gi|517485|emb|CAA54691| (X77588) ARD1 N-acetyl transferase 
homologue [Homo sapiens] >gi 11302661 (U52112) ARD1 N-acetyl 
transferase related protein [Homo sapiens] 

192623 

6994_1.R1039 

LIB3083-058-Q1-L1-F7 

BLASTX 

g2281115 

168 

9.0e-12 

37 

86 

(AC002330) putative cullin-like 1 protein [Arabidopsis 
thaliana] 



25812 



Seq. No. 




Contig ID 


/ UUo 1 . KlUoy 


0 mO ST, 




Method 


dt no tv 


NCBI GI 


g3286691 


BLAST score 


463 


E value 




Match lengtn 


1Z O 


% identity 


c 
DO 


NCBI Description 


(AJUU/4oUj auxiiin-UKe protein L^raoiaopsis tnaiidiicij 


Seq. No. 




Contig ID 


/uio i.Riuoy 


0 ItlOS L £iO 1 


JjIdOIOO Uli irl I\± i> / 


Method 


Dli/iO 1 A 


NCBI GI 


g2388575 


BLAST score 


325 


E value 




Match lengtn 


1 04 


% identity 


41 


NCBI Description 


(ACUUUUyo) YUranli.Io [AraDiaopsiS tnaiianaj 


Seq. No. 


lyzozo 


Contig ID 


/ui / 1 . Riujy 


o -most hibl 


uu— gsnnuo oni^± zd ujdi 


Method 


rsiifio 1 a 


NCBI GI 


g3005931 


BLAST score 


774 


E value 




Match length 




% identity 


34 


NCBI Description 


(AJ005016) ABC transporter [Homo sapiens] 


Seq. No. 


lyzoz / 


uontig id 


/ uzo l • kiu J y 


5 1 -most EST 


libjuo o-uoy-Qi-ii-L-by 


Seq. No. 


lyzozo 


Contig ID 


702o l.RlUoy 


D —mOSt tiOL 


ul gsronujODizoru*iJji 


Method 


BLAST X 


NCBI GI 


g3668089 


BLAST score 


481 


E value 


0 . ue~4o 


Match length 


JU1 


% identity 


42 


NCBI Description 


(AC004 667) unknown protein [Arabidopsis thaliana] 


Seq. No* 


"1 Ci O £ O fi 


Contig ID 


"""7 A A /" A "A 1 A O A 

7026_2 . R1039 


5' -most EST 


LIB3166-037-P1-K1-E2 


Seq. No. 


192630 


Contig ID 


7031 1.R1039 


5 '-most EST 


LIB3083-060-Q1-L1-A11 


Method 


BLASTX 


NCBI GI 


gl871185 



25813 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



880 

6.0e-95 

199 

79 

(U90439) seven in absentia isolog [Arabidopsis thaliana] 
192631 

7031_2.R1039 

g5047914 

BLASTX 

g3264611 

377 

5.0e-36 

82 
84 

(AF061511) seven in absentia homolog [Zea mays] 
192632 

7036_1.R1039 

g5049144 

BLASTX 

g2160182 

167 

3.0e-ll 

59 

51 

(AC000132) ESTs gb | ATTS1236, gb | T43334 , gb | N97019, gb | AA395203 
come from this gene. [Arabidopsis thaliana] 

192633 

7042_1.R1039 

LIB3165-031-P1-K1-H3 

BLASTX 

gl620898 

954 

1.0e-103 

261 

71 

(D87957) protein involved in sexual development [Homo 
sapiens] 

192634 

7043_1.R1039 

LIB3146-025-Q1-K2-E1 

BLASTX 

g2832628 

596 

2.0e-61 

289 

47 

(AL021711) putative. protein [Arabidopsis thaliana] 
192635 

7046_1.R1039 

LIB3083-060-Q1-L1-B9 

BLASTX 

gll70767 



25814 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



247 

5.0e-21 

83 

60 

26S PROTEASE REGULATORY SUBUNIT 8 HOMOLOG (LET1 PROTEIN) 
>gi| 626074 |pir| IS45176 transcription factor SUG1 homolog 
fission yeast (Schizosaccharomyces pombe) >gi 1406051 
(U02280) Letl [Schizosaccharomyces pombe] 
>gi I 41066891 emb I CAA22628I (AL035065) 26s protease 
regulatory subunit 8 homolog [Schizosaccharomyces pombe] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192636 

7051JL.R1039 

LIB3272-033-P1-K1-G7 

BLASTX 

g3834310 

712 

3.0e-75 

154 

95 

(AC005679) Similar to Ubiquit in-conjugating enzyme E2-17 KD 
gb|D83004 from Homo sapiens, ESTs gb|T88233, gb|Z24464, 
gb|N37265, gb|H36151, gb|Z34711, gb|AA040983 / and gb|T22122 
come from this gene. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192637 

7051_2.R1039 

LIB3083-060-Q1-L1-C3 

BLASTX 

gl717864 

328 

3.0e-54 

147 

64 

UBIQUITIN-CONJUGATING ENZYME E2-17.5 KD (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi | 2131382 | pir | | S58092 
hypothetical protein YDR092w - yeast (Saccharomyces 
cerevisiae) >gi | 914876 | emb | CAA90451 | (Z50111) unknown 
[Saccharomyces cerevisiae] >gi | 1480355 | emb | CAA67806 | 
(X99443) ubiquit in-conjugating enzyme [Saccharomyces 
cerevisiae] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192638 

7057_1.R1039 

g5046618 

BLASTX 

g3252856 

2105 

0.0e+00 

446 

89 

(AF020425) glutamate decarboxylase isozyme 1 [Nicotiana 
tabacum] 



Seq. No. 
Contig ID 
5 f -most EST 



192639 

7059JL.R1039 - 
LIB3083-060-Q1-L1-D10 



25815 



Method 


fib 

w 

BLASTX 


NCBI GI 


g!143511 


BLAST score 


occ 
0 OD 


E value 


4 . ue-yz 


Match lengtn 




% identity 


95 


NCBI Description 


(Z47076) 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



Ser/Thr protein phosphatase homologous to PPX 
[Malus domestica] >gi | 1586034 Iprf | | 2202340A Ser/Thr protein 
phosphatase [Malus domestica] 

192640 

7065_1.R1039 
g5048436 

192641 

7073JL.R1039 

g5049795 

BLASTX 

g3721864 

363 

3.0e-34 

212 

40 

(AB016068) Hs Ste24p [Homo sapiens] 
192642 

7078JL.R1039 

g5046155 

BLASTX 

g3860247 

1911 

0.0e+00 

385 

91 

(AC005824) unknown protein [Arabidopsis thaliana] 



192643 

7078_2.R1039~ 

uC-gsronu33B015gl0bl 

BLASTX 

g3860247 

707 

3.0e-76 

159 

87 

(AC005824) unknown protein 



[Arabidopsis thaliana] 



192644 

7078_4.R1039 
LIB3148-011-Q1-K1-C7 



Seq. No, 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



192645 

7081_1.R1039 

LIB3083-083-Q1-L1-A10 

BLASTX 

gll71978 

1566 



25816 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-175 

501 

31 

POLYADENYLATE -B IND I NG PROTEIN 2 (POLY (A) BINDING PROTEIN 2) 
(PABP 2) >gi | 304109 (L19418) poly (A) -binding protein 
[Arabidopsis thaliana] >gi | 2911051 | emb | CAA17 561 | (AL021961) 
poly (A) -binding protein [Arabidopsis thaliana] 

192646 

7081_2.R1039 

uC-gsronu33B145bllbl 

BLASTX 

gl737492 

454 

9.0e-45 

181 

58 

(U81318) poly (A) -binding protein [Triticum aestivum] 
192647 

7088JL.R1039 

uC-gsronu33B001g02bl 

BLASTX 

g2760317 

563 

4.0e-58 

138 

81 

(AC002130) F1N21.1 [Arabidopsis thaliana] 



192648 

7092JL.R1039 

uC-gsronu33B015h05bl 

BLASTX 

g3395440 

288 

1.0e-25 

129 

40 

(AC004683) hypothetical protein 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192649 

7093JL.R1039 

LIB3083-060-Q1-L1-G6 

BLASTX 

gl420936 

418 

5.0e-41 

145 

60 

(U61396) 
complete 



Vigna unguiculata aspartic proteinase mRNA, 
cds. [Vigna unguiculata] 



Seq. No. 

Contig ID 
5' -most EST 
Method 



192650 

7105_1.R1039 

LIB3197-013-P1-M1-B3 

BLASTX 



25817 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2384671 
711 

4.0e-75 

180 

79 

(AF012657) putative potassium transporter AtKT2p 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



192651 

7118J..R1039 

LIB3083-061-Q1-L1-D12 

BLASTX 

g4454033 

584 

2.0e-60 

177 

56 

(AL035394) putative potassium transport protein 
[Arabidopsis thaliana] 

192652 

7119_1.R1039 

g5049823 
BLASTX 
gll07526 
151 

1.0e-09 

84 
44 

(X87931) SIEP1L protein [Beta vulgaris] 
192653 

7126_1.R1039 
LIB3083-061-Q1-L1-F12 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192654 

7129JL.R1039 

LIB3083-061-Q1-L1-G12 

BLASTX 

g2281102 

368 

6.0e-35 

241 

44 

(AC002333) SF16 isolog [Arabidopsis thaliana] 
192655 

7133JL.R1039 

g5050294 

BLASTX 

g2959370 

284 

4.0e-25 

139 

37 

(AL022117) hypothetical protein [Schizosaccharomyces pombe; 



25818 



Seq. No, 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

■5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Schizosaccharomyces pombe] 



192656 

7133_2.R1039 

LIB3197-054-Q1-M1-C6 

BLASTX 

g2959370 

178 

9.0e-13 

88 
39 

(AL022117) hypothetical protein 
192657 

7134_1.R1039 
uC-gsflmaxxa049e03bl 



192658 

7146_1.R1039 
LIB3083-062-Q1-L1-D9 

BLASTX "I 

gll81589 

348 

6.0e-33 

83 

75 

(D83070) high mobility group protein [Canavalia gladiata] 
>gi 1 1483173 |dbj |BAA13133| (D86594) high mobility group 
protein [Canavalia gladiata] 

192659 

7147_1.R1039 

LIB3146-042-Q1-K1-D1 

BLASTX 

g2131352 

212 

6.0e-17 

120 
38 

hypothetical protein YDL166c - yeast (Saccharomyces 
cerevisiae) >gi | 1061273 [ emb | CAA91580 | (Z67750) putative 
protein [Saccharomyces cerevisiae] 
>gi| 1431264 | emb | CAA98740 | (Z74214) ORF YDL166c 
[Saccharomyces cerevisiae] 

192660 

7149_1.R1039 

LIB3083-062-Q1-L1-E12 

BLASTX 

gl23534 

373 

8.0e-40 

132 
67 

17.3 KD CLASS I HEAT SHOCK PROTEIN (HSP 17.3) 
>gi|71493|pir||HHSY17 heat shock protein 17 - soybean 
>gi 1 18 65 6 | emb | CAA25578 | (X01104) heat shock protein 6871 
(aa 1-153) [Glycine max] >gi | 224205 | prf || 1012218B protein 
6871, heat shock [Glycine max] 
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Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192661 

7151_1.R1039 

LIB3083-062-Q1-L1-F10 

BLASTX 

g2252863 

690 

8.0e-73 
186 
72 

(AF013294) 
thaliana] 



similar to nucleolin protein [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



192662 

7152_1.R1039 

LIB3166-045-P1-K1-E3 

BLASTX 

g!815759 

290 

1.0e-25 

161 

39 

(U85499) pollen-specific protein [Phalaris coerulescens] 
192663 

7154_1.R1039 

LIB3149-020-Q1-K1-G10 

BLASTX 

g4455365 

373 

2.0e-35 

76 

84 

(AL035524) putative protein [Arabidopsis thaliana] 
192664 

7155_1.R1039 

LIB3197-041-Q1-M1-C10 

BLASTX 

g2058456 

1277 

1.0e-141 

272 

91 

(U66408) GTP-binding protein [Arabidopsis thaliana] 
>gi 1 2345150 | gb | AAB67830 | (AF014822) developmentally 
regulated GTP binding protein [Arabidopsis thaliana] 

192665 

7158_1.R1039 

LIB3166-045-P1-K1-H9 

BLASTX 

g3913518 

377 

3.0e-36 

121 

67 
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NCBI Description 



3* (2' ) ,5'-BISPH0SPHATE NUCLEOTIDASE 

(3' (2'), 5-BISPHOSPHONUCLEOSIDE 3 1 (2 1 ) -PHOSPHOHYDROLASE) 
(DPNPASE) >gi | 1103921 (U40433) 3 1 (2 ' ) , 5 • -bisphosphate 
nucleotidase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 



192666 

7160_1.R1039 

LIB3120-054-P1-K1-B7 

BLASTN 

g2264314 

34 

2.0e-09 

134 

87 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MQK4, complete sequence [Arabidopsis thaliana] 

192667 

7160_2.R1039 
uC-gsflnu33B070f02bl 



Seq. No. 

Contig ID 
5 '-most EST 



192668 

7160_3.R1039 
uC-gsronu33B041f04bl 



Seq. No. 
Contig ID 
5 1 -most EST 



192669 

7162_1.R1039 
LIB3189-017-P1-K1-E6 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192670 

7165_1.R1039 

LIB3145-041-Q1-K1-H1 

BLASTX 

g425194 

780 

2.0e-83 

155 

97 

(L26243) heat shock protein [Spinacia oleracea] >gi 12660772 
(AF034618) cytosolic heat shock 70 protein [Spinacia 
oleracea] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 
Method 



192671 

7170_1.R1039 

uC-gsronu33B124fllbl 

BLASTX ^ 

g4371290 

831 

6.0e-89 

237 

63 

(AC006260) unknown protein 
192672 

7172JL.R1039 

LIB3272-046-P1-K1-H11 

BLASTX 



[Arabidopsis thaliana] 



25821 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3935152 
747 

2.0e-79 

198 

72 

(AC005106) T25N20.16 [Arabidopsis thaliana] 
192673 

7174J..R1039 

LIB3147-015-Q1-K1-B5 

BLASTX 

g3885515 

396 

3.0e-38 

93 

81 

(AF084202) similar to ribosomal protein S26 [Medicago 
sativa] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192674 

7174_2.R1039 

LIB314 6-051-Q1-K1-D1 

BLASTN 

g3885514 

122 

7.0e-62 

326 

84 

Medicago sativa clone MS56 unknown mRNA 
192675 

7174J3.R1039 

LIB3083-063-Q1-L1-B10 

BLASTX 

g3885515 

420 

4.0e-41 

96 

82 

(AF084202) similar to ribosomal protein S26 
sativa] 



[Medicago 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192676 

7174_5.R1039 

LIB3120-010-Q1-K1-F5 

BLASTX 

g3885515 

388 

1.0e-37 

89 
83 

(AF084202) 
sativa] 



similar to ribosomal protein S26 [Medicago 



Seq. No. 
Contig ID 
5 '-most EST 



192677 

7175JL.R1039 
LIB3166-058-P1-K1-F11 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2576411 

171 

1.0e-23 

77 

83 

(AF012833) similar to dynamin-like protein encoded by 
GenBank Accession Number X99669 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192678 

7176JL.R1039 

uC-gsronu33B012a01bl 

BLASTX 

g4160280 

792 

9.0e-85 

170 

81 

(AJ006224) purple acid phosphatase [Ipomoea batatas] 



Seq. No. 


192679 


Contig ID 


7177_1.R1039 


5 1 -most EST 


LIB3135-018-Q1-K1-B5 


Method 


BLASTX 


NCBI GI 


g3892051 


BLAST score 


487 


E value 


6.0e-49 


Match length 


110 


% identity 


81 


NCBI Description 


(AC002330) predicted NADH dehydrogenase 24 kl 




[Arabidopsis thaliana] 


Seq. No. 


192680 


Contig ID 


7179 1.R1039 


5 '-most EST 


LIB3272-028-P1-K1-H1 


Method 


BLASTX 


NCBI GI 


g2909583 


BLAST score 


346 


E value 


2.0e-32 


Match length 


141 


% identity 


51 


NCBI Description 


(AL021926) oxcA [Mycobacterium tuberculosis] 


Seq. No. 


192681 


Contig ID 


7196 1.R1039 


5* -most EST 


LIB3166-006-P1-K1-A5 


Method 


BLASTN 


NCBI GI 


g2264306 


BLAST score 


37 


E value 


6.0e-ll 


Match length 


161 


% identity 


81 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 



PI clone 



MBK5, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Contig ID 



192682 

7197 1.R1039 
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JjIDjUO J UDO Sd-*- -LJ-I- •L'-l- 


Mot - Vi nH 


DilfiiJ 1A 


NCBI GI 


g3953478 


BLAST score 


373 


Hi vaiue 


j. • ue jj 


Mat.cn xengun 


10 / 


% identity 


4 / 


NCBI Description 


tALUuzJzoj rZzUZ.zj L^raoiaopsis tnananaj 


beq. NO. 


i yz ots o 


contig iu 


i Auy 1 . K1U oi? 


O IilU o L Jio 1 


JjIDjUOj UOj J_i-L Ej±U 




X3.l_i.riO 1 A. 




yjjjjjjj 


BLAST score 


230 


E value 


4.0e-37 


L v iaL.cn xengizn 


i £i 


^ identity 




wld! Description 


\nUUU^ 3 1Z ; HjOIS | r 1 ft llO allCi gjj | ± *i Z 1Z Z CUIUc 




region* LAraoiaopsis tnananaj 


beq. NO, 


x yz oo 4 


contig iu 


1919 1 D1 H^Q 






Method 


BLASTX 


NCBI GI 


g544358 


BLAST score 


313** 


E value 


2.0e-31 


Match length 


216 



% identity 

NCBI Description 



42 

FOLLICULAR VARIANT TRANSLOCATION PROTEIN 1 PRECURSOR 
(FVT-1) >gi|481027[pir| IS37652 FVT1 protein - human 
>gi|296186|emb|CAA45197| (X63657) FVT1 gene is disrupted in 
a t(2;18) chromosomal translocation involving Ig kappa 
gene in a follicular lymphoma [Homo sapiens] 
>gi | 4503817 | ref | NP_002026. 1 | pFVTl | follicular lymphoma 
variant translocation 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 
E value 



192685 

7215JL.R1039 

g5046143 

BLASTX 

g3142289 

1410 

1.0e-157 

357 
76 

(AC002411) Strong similarity to beta-keto-Coa synthase 
gb|U37088 from Simmondsia chinensis. [Arabidopsis thaliana] 

192686 

7222_1.R1039 

uC-gsronu33B139h09bl 

BLASTX 

g 4454464 

520 

1.0e-105 
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Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293 
66 

(AC006234) unknown protein [Arabidopsis thaliana] 
192687 

7223JL.R1039 

uC-gsflmaxxa090c01bl 

BLASTX 

g3249084 

342 

3.0e-32 

124 

20 

(AC004473) Similar to red-1 (related to thioredoxin) 
gb 1X92750 from Mus musculus. ESTs gb|AA712687 and 
gb|Z37223 come from this gene [Arabidopsis thaliana] 



gene 



192688 

7226JL.R1039 

LIB3083-063-Q1-L1-F7 

BLASTX 

g3646451 

254 

1.0e-21 

110 

49 

(AL031603) mRNA cap methyltransf erase [Schizosaccharomyces 
pombe] 

192689 

7227_1.R1039 

g5045828 

BLASTX 

g4206787 

193 

2.0e-14 

130 

37 

(AF112863) syntaxin-related protein Nt-syrl [Nicotiana 
tabacum] 

192690 

7228JL.R1039 

uC-gsflnu33B128a08bl 

BLASTX 

g2500345 

443 

1.0e-43 

128 
70 

NHP2/RS6 FAMILY PROTEIN YEL026W HOMOLOG (HIGH MOBILITY 
GROUP-LIKE NUCLEAR PROTEIN 2 HOMOLOG) 

>gi I 2618578 | dbj |BAA23363| (D50420) OTK27 [Homo sapiens] 
>gi 1 3859990 (AF091076) OTK27 [Homo sapiens] 

>gi| 1589072 |prf | [2210268A nuclear protein-NHP2-like protein 
[Homo sapiens] 
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Seq. No. 
Contig ID 
5' -most EST 



192691 

7229JL.R1039 
LIB3083-063-Q1-L1-G1 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



192692 

7230_1.R1039 

LIB3083-063-Q1-L1-G10 

BLASTX 

gl21631 

285 

1.0e-25 

73 

73 

GLYCINE-RICH CELL WALL STRUCTURAL PROTEIN 2 PRECURSOR 
>gi|72323|pir | | KNNT2S glycine-rich protein 2 - wood tobacco 
>gi|19743|emb|CAA42622| (X60007) nsGRP-2 [Nicotiana 
sylvestris] 

192693 

7236JL.R1039 

LIB3189-050-P1-K1-B4 

BLASTX 

g2244994 

715 

3.0e-93 

215 

73 

(Z97341) similarity to isp4 protein - fission yeast 
[Arabidopsis thaliana] 

192694 

7237_1.R1039 
uC-gsronu33B104f07bl 

192695 

7239JL.R1039 

LIB3146-008-Q1-K1-D6 

BLASTX 

g2497702 

201 

1.0e-15 

134 

37 

OUTER MEMBRANE LIPOPROTEIN BLC PRECURSOR 
>gi | 2121019 ipir | | 140710 outer membrane lipoprotein - 
Citrobacter freundii >gi 1717136 (U21727) lipocalin 
precursor [Citrobacter freundii] 

192696 

7245_1.R1039 

LIB3083-063-Q1-L1-H5 

BLASTX 

g4522012 

273 

5.0e-24 

102 

57 
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NCBI Description (AC007069) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192697 

7248JL.R1039 

LIB3083-063-Q1-L1-H8 

BLASTX 

gll4181 

295 

7.0e-27 

108 
56 

3-DEHYDROQUINATE SYNTHASE >gi | 68385 | pir | 1 SYECQ 
3-dehydroquinate synthase (EC 4.6.1.3) - Escherichia coli 
>gi|40968|embiCAA27495| (X03867) 3-dehydroquinate synthase 
(aa 1-362) [Escherichia coli] >gi | 41225 | emb | CAA7 9666 | 
(Z19601) ORF, aroB. Millar G. , Coggins J.R.; FEBS Lett. 
200:11-17(1986) [Escherichia coli] >gi 1606323 (U18997) 
3-dehydroquinate synthase [Escherichia coli] >gi 11789791 
(AE000414) 3-dehydroquinate synthase [Escherichia coli] 



Seq. No. 
Contig ID 
5 T -most EST 



192698 

7249_1.R1039 
LIB3083-063-Q1-L1-H9 



Seq. No. 
Contig ID 
5 '-most EST 



192699 

7250_1.R1039 
LIB3083-064-Q1-L1-A1 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192700 

7250_3.R1039 

g5046904 

BLASTX 

g4455301 

805 

3.0e-86 

189 

82 

(AL035528) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192701 

7251_1.R1039 

LIB3083-103-Q1-L1-A11 

BLASTX 

g2154715 

1173 

1.0e-129 

253 
89 

(Y09418) CDPK-related protein kinase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E~ value 



192702 

7252JL.R1039 

LIB3083-064-Q1-L1-A11 

BLASTX 

g3202038 

647 

1.0e-67 
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Match length 

% identity 

NCBI Description 

Seq. No* 

Contig ID 
5' -most EST 

Seq. -No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208 
58 

(AF069322) permease 1 [Mesembryanthemum crystallinum] 
192703 

7254_1.R1039 

LIB314 6-048-Q1-K1-D9 

192704 

7258JL.R1039 
LIB3189-040-P1-K1-E10 

192705 

7260JL.R1039 

uC-gsf Imaxxal 0 6a0 8bl 

BLASTX 

g3122673 

791 

2.0e-84 

204 

75 

60S RIBOSOMAL PROTEIN L15 >gi | 2245027 | emb | CAB10447 | 
(Z97341) ribosomal protein [Arabidopsis thaliana] 

192706 

7260_2.R1039 

uC-gsflnu33B056bl0bl 

BLASTX 

g2996172 

527 

1.0e-53 

106 

90 

(AF0517 60) putative 60S ribosomal protein L15 [Picea 
mariana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



192707 

7261JL.R1039 
LIB3083-064-Q1-L1-B4 

192708 

7263_1.R1039 

LIB3189-008-P1-K1-H1 

BLASTX 

g4539417 

557 

4.0e-57 

122 

82 

(AL04 9171) putative protein [Arabidopsis thaliana] 
192709 

7267_2.R1039 

LIB3083-064-Q1-L1-C1 

BLASTX 

g2739387 

282 
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E value 


5.0e-25 


Match length 


162 


% identity 


38 


NCBI Description 


(AC002505) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


192710 


Contig ID 


7267 3.R1039 


5 '-most EST 


LIB3166-051-P1-K1-G6 


Method 


BLASTX 


NCBI GI 


g2739387 


BLAST score 


152 


E value 


1.0e-09 


Match length 


101 


% identity 


43 


NCBI Description 


(AC002505) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


192711 


Contig ID 


7270 1.R1039 


5' -most EST 


LIB3083-064-Q1-L1-C2 


Method 


BLASTX 


NCBI GI 


g2673912 


BLAST score 


548 


E value 


7.0e-56 


Match length 


154 


% identity 


66 


NCBI Description 


(AC002561) unknown protein [Arabidopsis thaliana] 


Seq. No. 


192712 


Contig ID 


7276 1.R1039 


5' -most EST 


LIB3145-043-Q1-K1-G10 


Seq. No. 


192713 


Contig ID 


7277 1.R1039 


5' -most EST 


LIB314 5-025-Q1-K1-D1 


Method 


BLASTX 


NCBI GI 


gl352440 


BLAST score 


417 


E value 


6.0e-41 


Match length 


89 


% identity 


78 


NCBI Description 


EUKARYOTIC TRANSLATION INITIATION FACTOR 4E (EIF-4E) 




(EIF4E) (MRNA CAP-BINDING PROTEIN) (EIF-4F 25 KD SUBUNIT: 




(EIF-4F P26 SUBUNIT) >gi| 1002915 (U34597) p26 [Oryza 




sativa] 


Seq. No. 


192714 


Contig ID 


7281 1.R1039 


5 f -most EST 


LIB3T8 9-035-P1-K1-F2 


Seq. No. 


192715 


Contig ID 


7293 1.R1039 


5 '-most EST 


LIB3148-036-Q1-K1-G11 


Method 


BLASTX 


NCBI GI 


g2129552 


BLAST score 


503 


E value 


6.0e-51 


Match length 


118 
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% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



53 

calcium-dependent protein kinase 19 
(fragment) 



Arabidopsis thaliana 



192716 

7297JL.R1039 

g5045524 

BLASTX 

gl771162 

1674 

0.0e+00 

426 

75 

(X98930) SBT2 [Lycopersicon esculentum] 

>gi I 3687307 1 emb | CAA07000 | (AJ006379) subtilisin-like 

protease [Lycopersicon esculentum] 

192717 

7303JLR1039 

uC-gsflnu33B092c03bl 

BLASTX 

g4539002 

317 

3.0e-29 

143 

50 

(AL049481) putative protein [Arabidopsis thaliana] 
192718 

7304_1.R1039 

LIB3083-064-Q1-L1-F5 

BLASTX 

g3386597 

275 

4.0e-24 

71 

68 

(AC004665) unknown protein [Arabidopsis thaliana] 

>gi 1 3702347 (AC005397) putative permease [Arabidopsis 

thaliana] 

192719 

7307_1.R1039 

g5044407 

BLASTX 

g4510373 

644 

3.0e-67 

209 

60 

(AC007017) putative harpin- induced protein [Arabidopsis 
thaliana] 

192720 

73Q9JL.R1039 

LIB3083-064-Q1-L1-G10 

BLASTX 



25830 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3885334 
1025 

1.0e-112 

264 
72 

(AC005623) 
thaliana] 



putative argonaute protein [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



192721 

7312JL.R1039 

LIB3166-015-P1-K1-A2 

BLASTX 

g3885334 

518 

9.0e-53 

149 

71 

(AC005623) putative argonaute protein [Arabidopsis 
thaliana] 

192722 

7312_2.R1039 

LIB3166-016-P1-K1-E1 

BLASTN 

g3885325 

38 

1.0e-ll 

70 

89 

Arabidopsis thaliana chromosome II BAC T20P8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

192723 

7314JL.R1Q39 
LIB3083-064-Q1-L1-G5 

192724 

7315_1.R1039 

uC-gs f lmaxxa 0 97 e 1 lbl 

192725 

7316J..R1039 

LIB314 9-033-Q1-K1-F1 

BLASTX 

g3878134 

219 

9.0e-18 

75 

49 

(Z68218) K01H12.1 [Caenorhabditis elegans] 
192726 

7323JL.R1039 

g5044971 

BLASTX 

g4539452 

299 



25831 



E value 
Match length 
% identity 
NCBI Description 



5.0e-27 

69 

77 

(AL049500) putative phosphoribosylanthranilate transferase 
[Arabidopsis thaliana] 



beq. iNo • 


1 Q9797 


r* /-n v~i 4- A rt TH 

Lontig jlu 




O IUOSU ILol 


T.TR^TTft^-DfiS-Ol -T.I -R1 


Method 


X3T 7\ OTY 

nliAblA 


KTPRT (XT 




bbAbi score 


OQJ3 

Zoo 


E value 


o . ue z o 


riaucn lengun 


P7 

0 / 


% identity 




NCBI Description 


(AF081794) sterol-C5 (6) -desaturase [Nicotiana tabacum] 


beq. no. 


1 Q979B 


uontig lU 


7^SQ 1 PI n^Q 


5 T -most EST 


g5046648 


Method 


BLASTX 


NCBI GI 


g40oU4l / 1 


BLAST score 


OCT 

957 


E value 


"1 A 1 A A 

1 . Oe-104 


Match length 


Z /4 


% identity 


oo 


NCBI Description 


(AC006081) unknown protein [Arabidopsis thaliana] 


Seq. No. 


1 QOTO Q 


Contig ID 




5 -most EST 


goo^ooZD 


Seq. No. 


192730 


Contig ID 


7343_1.R1039 


5 -most EST 


LiDOUoj-UoD-yi-Li-DJ 


Method 


tit 7\ ornv 

BLASTX 


NCBI GI 


g3142294 


BLAST score 


loo4 


E value 


a A ,~ i AA 


Match length 


422 


% identity 


87 


NCBI Description 


^riLfUUZ 4t X X ; OCiUny Sllllllallty X-O UlltlciLiUIJ. laULUI cir 




gb|U37354 from S. pombe. ESTs gb|T41979, gb|N37284 an 




gb|N37529 come from this gene. [Arabidopsis thaliana] 


Seq. No. 


192731 


Contig ID 


7345 1.R1039 


5' -most EST 


LIB3135-013-Q1-K1-B11 


Method 


BLASTX 


NCBI GI 


g586076 


BLAST score 


2118 


E value 


0.0e+00 


Match length 


420 



% identity 

NCBI Description 



95 

TUBULIN BETA-1 CHAIN >gi | 48 6734 1 pir | | S35142 tubulin beta 
chain - white lupine >gi | 402636 | emb | CAA49736 | (X7G184) Beta 
tubulin 1 [Lupinus albus] 



25832 



Seq. No. 
Contig ID 
5' -most EST 



192732 

7345_2.R1039 
LIB3145-041-Q1-K1-E1 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
.NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192733 

7345_3.R1039 

LIB3165-052-Q1-K1-H2 

BLASTX 

g267082 

634 

2.0e-66 

122 

95 

TUBULIN BETA- 8 CHAIN >gi | 320189 | pir | UQ1592 tubulin beta- 
chain - Arabidopsis thaliana >gi 1166908 (M84705) beta-8 
tubulin [Arabidopsis thaliana] 

192734 

7345_5.R1039 

LIB3148-002-P1-K1-E2 

BLASTX 

gl345933 

580 

1.0e-59 

135 
81 

CITRATE SYNTHASE, GLYOXYSOMAL PRECURSOR (GCS) 
>gi I 1084323|pir| | S53007 citrate synthase - cucurbit 
>gi|975633|dbj|BAA07328| (D38132) glyoxysomal citrate 
synthase [Cucurbita sp.] 

192735 

7345_10.R1039 

uC-gsronu33B036bllbl 

BLASTX 

gl35495 

187 

7.0e-14 

35 

97 

TUBULIN BETA CHAIN >gi | 101012 | pir | IA21649 tubulin beta 
chain - fission yeast (Schizosaccharomyces pombe) 
>gi 1 173523 (M10347) beta-tubulin [Schizosaccharomyces 
pombe] 



192736 

7345JL1.R1039 

LIB3147-022-Q1-K1-C3 

BLASTX 

g267073 

433 

1.0e-42 

83 
100 

TUBULIN BETA- 2 /BETA- 3 



CHAIN >gi| 320184 | pir I I JQ1587 tubulin 



beta chain - Arabidopsis thaliana >gi 1166898 (M84700) 



25833 



beta-2 tubulin [Arabidopsis thaliana] >gi 1166900 (M84701) 
beta-3 tubulin [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192737 

7345_12.R1039 

LIB3197-026-Q1-M1-A2 

BLASTX 

g267073 

561 

7.0e-58 

107 

94 

TUBULIN BETA-2 /BETA-3 CHAIN >gi | 320184 | pir | UQ1587 tubulin 
beta chain - Arabidopsis thaliana >gi 1166898 (M84700) 
beta-2 tubulin [Arabidopsis thaliana] >gi 1166900 (M84701) 
beta-3 tubulin [Arabidopsis thaliana] 



Seq. No. 




uontig ijj 




o —most ho I 


LIBoUoi-Uo5-Ql-Ll-B9 


oeq. wo. 


1 QOT3Q 


LOniig 11) 




5 T -most EST 


g5048503 


Method 


BLASTX 


NCBI GI 


g3250695 


BLAST score 




E value 


5 . 0e-15 


Match length 


125 


% identity 




NCBI Description 


(AL024486) putative protein [Arabidopsis thaliana] 


Seq. No. 


"1 C\ O *~I A f\ 

192740 


LOntlg ±u 




•~J ILLwO L. £ju J. 


T.TR^TTft ^— n ^R— m — t i —ci i 


Seq. No. 


192741 


Contig ID 


7355 1.R1039 


5 '-most EST 


g5044942 


Method 


BLASTX 


NCBI GI 


g4314378 


BLAST score 


202 


E value 


2.0e-15 


Match length 


101 


% identity 


40 


NCBI Description 


(AC006232) putative lipase [Arabidopsis thaliana] 


Seq. No. 


192742 


Contig ID 


7359 1.R1039 


5' -most EST 


LIB3189-051-P1-K1-D10 


Method 


BLASTX 


NCBI GI 


g2879811 


BLAST score 


542 


E value 


2.0e-55 


Match length 


111 


% identity 


93 


NCBI Description 


(AJ223316) ribosomal protein L30 [Lupinus luteus] 



25834 



# 



Qprt Mo 


192743 


Conticr ID 


7359 2 R1039 




nP-aqf 1 nn33R090b04bl 


Method 


BLASTX 


NCBI GI 


g2879811 


BLAST srorp 


502 


F. Vri 1 11 f 1 

J__l V -1_ LtV 


9 . Oe-51 


Lid L, Oil ICil^ Lll 


101 

X \J X 


0 XUC11L1 L.jf 




Li \*r J_? X iS ^ O^iJ. J. 


^ ilU Lt. J Jl U J X XAJO O ^JILLCLX, ^lUUClll Xj^VJ {_ XJ LI \J X 11 LI O 




1 99744 


VUil l_ X y 1U 


7359 3 R1039 


5 ' -most EST 


LIB3147-044-O1-K1-C5 


Method 


BLASTX 


NCBI GI 


g2879811 


RT.AST srrirp 


546 


1-1 V U-l-Ui^ 


5 Oe-56 


Match length 


111 


% identity 


94 




InUii JJlU] llJJUoUlual LJXvJUtiXil li JU |_ XiLikJXll Lio 




1 Q974 R 


L/OnEXy 1U 


1 Dl fl^Q 
/ jDO x . KlUjy 




nP— a^-Fl nn^^Rfim nl 1 bl 
u.o y oiiiiuj jdu u lui xxvx 


oeq » wo . 


X 3?Z / 4 O 


Pnnf i rr T Pi 


7"3£7 1 T31 H^Q 

f 0\> / 1 « 


*y illVJ O L* Juu X 


T,TR3T4fi- 04^1-01 -K1 -HQ 

HID Ji.1 U U 1 U S*X X\X LJ Zf 




DLiriO X /V 


NCBI GI 


g3212871 


BLAST score 


709 


E value 




Ma"hoV> 1 0"n*T+*Vi 
lid Lull xtiiiy Lll 








MOT3T Pid er>ri r>+- ■? or> 

jnui5± uescripLion 


vAuuu4uuDj puizanve cransxatzion initiation 




r Zl t* a H t H or*t qtq t"ha 1 i ana 1 
|_jHlx duxuupoxo L-llCtX X CtllCl J 


O t5 • IN \J • 


1 Q9747 


Conticr TD 


/ «j u o x • rvx \j *j z? 


5' -most EST 


LIB3CT83-109-O1-L1-B3 

JJlUJuU J 1U J \^ X XIX LJ«J 


Method 


BLASTX 


NCBI GI 


g2342719 


DT 7\ CT 1 oPAyD 
1 oO*JXc 


4 ^ R 


E value 


X • Uc ft £L 


Match length 


197 


% identity 


49 




^Z\Pfin9'^/11 ^ QTT1 ^ nrnfoin •? cnl orr ra-raKi HnnGi 
^rl^U Ofi X ; OI1Q piULclIl l&OlOy [niaDlUOpSl 


Seer No 


192748 


Contig ID 


7372 1.R1039 


5 '-most EST 


LIB3083-065-Q1-L1-E10 


Seq. No. 


192749 


Contig ID 


7375 1.R1039 


5' -most EST 


LIB3147-011-Q1-K1-H6 



25835 





BLASTX 




NCBI GI 


g4508079 




BLAST score 


434 




Hi value 


8 Oe-43 






J u 




9- t ^ /~» r*> -(- ■? 

^ iu.en.T-iuy 


7Q 






(AC00S8821 662? 






192750 






7377 1 R1039 




S 1 -most- EST 

J 111 W O J-J X 


LIB3083-065-Q1- 


-LI 


Mpt hori 

LIU 


BLASTX 




NIPRT (IT 

Vi^lJ -L OX 


a 2146739 




BLAST score 


628 




E value 


1.0e-65 




Match lpncrth 


152 




% identity 


79 




NCBI Description 


hexokinase (EC 


2. 




(U28214) hexokina 


Seq. No. 


192751 





[Arabiclopsis thaliana] 



Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7.1.1) 1 - Arabidopsis thaliana >gi 1881521 
se 1 [Arabidopsis thaliana] 



7380_1.R1039 

uC-gsf lnu33B12 9h0 6bl 

192752 

7388_1.R1039 

LIB3083-065-Q1-L1-F3 

BLASTN 

g3510343 

40 

8.0e-13 

321 
87 

Arabidopsis thaliana genomic DNA f chromosome 5, PI clone: 
MJC20, complete sequence [Arabidopsis thaliana] 

192753 

7393_1.R1039 

LIB3083-073-Q1-L1-E12 

BLASTX 

g2827699 

149 

3.0e-09 

193 

30 

(AL021684) predicted protein [Arabidopsis thaliana] 
192754 

7399J..R1039 

g5049621 

BLASTX 

g2811025 

1700 

0.0e+00 

395 

78 

ASPARTIC PROTEINASE PRECURSOR >gi | 1 94 4 181 1 dbj | BAA19607 | 



25836 



(AB002695) aspartic endopeptidase [Cucurbita pepo] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192755 

7399_2.R1039 

LIB3147-052-Q1-K1-D11 

BLASTX 

g2499819 

262 

1.0e-22 

56 

84 

ASPARTIC PROTEINASE ORYZASIN 1 PRECURSOR 

>gi I 2130068 | pir | | S66516 aspartic proteinase 1 precursor - 
rice >gi|1030715|dbj 1BAA06876] (D32165) aspartic protease 
[Oryza sativa] >gi | 1711289 | dbj | BAA06875 | (D32144) aspartic 
protease [Oryza sativa] 



Seq. No. 
Contig ID 
5 '-most EST 



192756 

7402JL.R1039 
uC-gsflmaxxa058dllbl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192757 

7413_1.R1039 

LIB3083-065-Q1-L1-H5 

BLASTX 

g3559805 

1120 

1.0e-123 

299 

65 

(AJ006787) putative phytochelatin synthetase 
thaliana] 



[Arabidopsis 



Seq. No. 
Contig ID 
5' -most EST 



192758 

7414_1.R1039 
LIB3189-050-P1-K1-F2 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192759 

7418_1.R1039 

uC-gsflmaxxa095b02bl 

BLASTX 

g82263 

1185 

1.0e-130 

271 

83 

ubiquinol — cytochrome-c reductase (EC 1.10.2.2) cytochrome 
cl precursor (clone pC (1)311) - potato 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



192760 

7423_1.R1039 

uC-gsronu33B160g06bl 

BLASTX 

g4115918 

482 

4.0e-48 
132 



25837 



o • 

% identity 74 

NCBI Description (AF118222) similar to nascent polypeptide associated 
complex alpha chain [Arabidopsis thaliana] 



Sea No 


192761 


Contig ID 


7424 1.R1039 


5 '-most EST 


LIB3083-071-Q1-L1-A6 


Seq. No. 


192762 


Contia ID 


7436 1 R1039 


5 ' — mo^t F9T 


T.TR^TQ7-m S-P1 -Ml -Afl 


Qprr No 

kJ Ci ^ • i» \J . 




font i rr TD 




5 1 -most EST 


I.TB3?7?-00fi-Pl -K1 -F7 


Seq. No. 


192764 


Contig ID 


7441JL.R1039 


5' -most EST 


T.TR^Dfi^-Ofifi-Ol -T.I -RQ 

UIOJUO J XJv/v Si-*- xjX £j_7 




ounu x in 


ViK^LD J. \3 X 


rrl flf)4 R 




QQ 


17 1 11 ^ 

J— i v a j_ uc 






^9*7 


15 xu.eiiL.xty 


o J 






Sea. No 


192765 


Contig ID 


7442 1.R1039 


5 '-most EST 


LIB3189-033-P1-K1-G9 


M^"h In oH 


DiinO X A 


NCBI GI 




BLAST score 


944 


E value 


1.0e-102 


Lid l-^ii uii 


41 1 

*± X X 




47 




\riv^uvjux ji / oLxuiiy oxiuxxax x uy t.o uxanunus cysteine 




proteinase ^gjj | ux / xoo ; » L^awiuopsis t.naiianaj 




l!7i / DO 






5 f -Tnncjt F.ST 


T.TR^Oft *}— D66-fi1 —T.I —CO 


Seq. No. 


192767 


Contig ID 


7450 1.R1039 


5' -most EST 


LIB3197-048-Q1-M1-C11 


rue Liivju 


DxxriO X A 


NCBI GI 


g2384671 


BLAST score 


260 


E value 


1.0e-24 


Match length 


114 


% identity 


62 


NCBI Description 


(AF012657) putative potassium transporter AtKT2p 




[Arabidopsis thaliana] 


Seq. No. 


192768 


Contig ID 


7450_2.R1039 



25838 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 



LIB3145-024-Q1-K1-F11 

BLASTX 

g2384671 

550 

2.0e-56 

194 
61 

(AF012657) putative potassium transporter AtKT2p 
[Arabidopsis thaliana] - * 



Seq. No. 
Contig ID 
5' -most EST 



192769 

7454_1.R1039 
LIB3083-066-Q1-L1-D10 



Seq. No. 
Contig ID 
5' -most EST 



192770 

7456JL.R1039 
uC-gsronu33B057e06bl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192771 

7458JL.R1039 
LIB3083-066-Q1-L1-D3 

192772 

7462JL.R1039 

g5050758 

BLASTX 

g4539301 

420 

7.0e-41 

170 

48 

(AL049480) putative mitochondrial protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192773 

7466JL.R1039 

g5046420 

BLASTX 

g4006858 

661 

3.0e-69 

197 

60 

(Z99707) cold acclimation protein homolog [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



192774 

7474_1.R1039 
LIB3197-055-Q1-M1-D10 



Seq. No. 
Contig ID 
5' -most EST 



192775 

7476_1.R1039 
LIB3120-060-Q1-K1-G9 



Seq. No. 
Contig ID 
5' -most EST 



192776 

7478JL.R1039 
LIB3083-066-Q1-L1-F12 



25839 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



BLASTX 

g3287688 

588 

8.*0e-61 

144 

81 

(AC003979) Contains similarity to ycf37 gene product 
gb| 1001425 from Synechocystis sp. genome gb|D63999. ESTs 
gb|T43026 / gb|R64902, gb|Z18169 and gb|N37374 come from 
this gene. [Arabidopsis thaliana] 

192777 

7484JL.R1039 

LIB3083-066-Q1-L1-F7 

BLASTX 

g836950 

157 

2.0e-10 

158 

12 

(U20810) CIP1 [Arabidopsis thaliana] 

>gi 1 1096881 Iprf | | 2112355A CIP1 protein [Arabidopsis 

thaliana] 

192778 

7486JL.R1039 

LIB3197-054-Q1-M1-B6 

BLASTX 

g3914467 

142 

1.0e-08 

90 

40 

26S PROTEASOME REGULATORY SUBUNIT S3 (NUCLEAR ANTIGEN 21D7) 
>gi|1864003|dbj |BAA19252| (AB001422) 21D7 [Nicotiana 
tabacum] 

192779 

7494_1.R1039 

LIB3165-047-Q1-K1-H2 

BLASTX 

g4186184 

164 

5.0e-ll 

233 

27 

(AF111168) unknown [Homo sapiens] 
192780 

7498JL.R1039 

LIB3272-030-P1-K1-E12 

BLASTX 

g3763925 

404 

8.0e-48 

111 

87 



25840 



NCBI Description (AC004450) putative AflO-protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192781 

7501_1.R1039 

g5045963 

BLASTX 

g2398807 

553 

1.0e-56 

166 

64 

(Z99091) succinate dehydrogenase [Schizosaccharomyces 
pombe] 



Seq. No. 


192782 


Contig ID 


7506 1.R1039 


5' -most EST 


LIB3166-031-P1-K1-F1 


Seq. No. 


192783 


Contig ID 


7509 1.R10J9 


5' -most EST 


LIB3083-066-Q1-L1-H8 


Method 


BLASTX 


NCBI GI 


g3080390 


BLAST score 


723 


E value 


1.0e-76 


Match length 


182 


% identity 


74 


NCBI Description 


(AL022603) putative protein 


Seq. No. 


192784 


Contig ID 


7514 1.R1039 


5' -most EST 


uC-gsronu33bll2b01bl 


Method 


BLASTX 


NCBI GI 


g475048 


BLAST score 


1067 


E value 


1.0e-116 


Match length 


247 


% identity 


83 


NCBI Description 


(X72581) tonoplast intrinsi 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192785 

7516_1.R1039 

LIB3083-119-Q1-L1-B1 

BLASTN 

g871769 

33 

5.0e-09 

266 

15 

V.unguiculata mRNA for glycin-rich protein 



Seq. No. 
Contig ID 
5' -most EST 



192786 

7521_1.R1039 
LIB3166-038-P1-K1-A6 



Seq. No. 



192787 



25841 



Contig ID 
5' -most EST 

Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



7527_1.R1039 

LIB318 9-012-P1-K1-E5 

192788 

7534_1.R1039 

LIB3120-007-Q1-K1-C8 

BLASTX 

g3201613 

820 

9.0e-88 

214 

70 

(AC004669) glutathione S-transf erase 
192789 

7534_2.R1039 

g5046549 

BLASTX 

g3201613 

285 

1.0e-52 

152 

63 

(AC004669) glutathione S-transferase 



[Arabidopsis thaliana] 



[Arabidopsis thaliana] 



192790 

7535_1.R1039 

g5049416 

BLASTX 

g3763926 

239 

2.0e-23 

98 

62 

(AC004450) unknown protein [Arabidopsis thaliana] 
192791 

7542JL.R1039 

LIB3083-068-Q1-L1-E9 

BLASTX 

g4090884 

242 

2.0e-20 

72 

68 

(AF025333) vesicle-associated membrane protein 7B; 
synaptobrevin 7B [Arabidopsis thaliana] 

192792 

7547JL.R1039 

LIB3145-030-Q1-K1-A5 

BLASTX 

g4314390 

179 

7.0e-13 

91 

45 



25842 



NCBI Description (AC006232) putative calcium binding protein [Arabidopsis 
thaliana] 



Seq. No, 


i hot 

192793 


Contig ID 


7549 1.R1U39 


r~ t _ j_ -i— t o en 

5 T -most EST 


LIB3083-068-Q1-L1-G12 


beg. no. 


iyz / y4 


Contig ID 


7555_l . R1039 


5 ' -most EST 


LIB3083-070-Q1-L1-B10 


beg, no. 


iyz / yo 


Contig ID 


7557 1.R1039 


5 '-most EST 


LIB3083-070-Q1-L1-B12 


Method 


BLASTX 


NUbl (jl 


g3ooUzod 


BLAST score 


535 


E value 


2 . Oe-54 


Matcn lengrn 


loo 


% identity 


67 


NCBI Description 


(AC005824) unknown protein [Arabidopsis thaliana] 


Seq. No. 


192796 


Contig ID 


7566 1.R1039 


5' -most EST 


LIB3083-070-Q1-L1-E10 


Method 


BLASTX 


NCBI GI 


g2392021 


BLAST score 


441 


E value 


9.0e-44 


Match length 


123 


% identity 


63 


NCBI Description 


(D63425) phopholipid hydroperoxide glutathione 




peroxidase-like protein [Spinacia oleracea] 


beq. No. 


192 /9 / 






5* -most EST 


uC-gsflnu33B057b07bl 


Method 


BLASTX 


NCBI GI 


g3618343 


BLAST score 


278 


E value 


2.0e-24 


Match length 


191 


% identity 


34 


NCBI Description 


(AB009398) 26S proteasome subunit p40.5 [Homo sapien 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi| 4506223 |ref|NP_002808.1|pPSMD13| proteasome (prosome, 
macropain) 26S subunit, non-ATPase, 

192798 

7569_1.R1039 

g5050067 

BLASTX 

gl709761 

1055 

1.0e-115 

250 

82 

PROTEASOME 27 KD SUBUNIT (MULT I CATALYTIC ENDOPEPTIDASE 



25843 



COMPLEX 27 KD SUBUNIT) >gi 1 126214 6 | emb | CAA65 660 | 
proteasome subunit [Spinacia oleracea] 



(X96974) 



Seq. No. 


1 OOTOfl 

±9Z / yy 


Contig ID 


7575__1.R1039 


5 '-most EST 


LIB3083-070-Q1-L1-G11 


Seq* No. 


i no o nn 

lyzbUU 


Contig ID 


7577 1.R1039 


5 '-most EST 


LIB3083-070-Q1-L1-G9 


Method 


BLASTX 


NCBI GI 


gl50o783 


BLAST score 


250 


E value 


3.0e-21 


Match length 


123 


% identity 


47 


NCBI Description 


(Z54351) SecY [Spinacia oleracea] 


Seq. No. 


192801 


Contig ID 


7578_1.R1039 


5' -most EST 


LIB3165-021-P1-K1-A9 


Seq. No. 


192802 


Contig ID 


7580_l.Rl039 


5' -most EST 


LIB3197-059-Q1-M1-A1 


Method 


BLASTX 


NCBI GI 


g3075394 


BLAST score 


894 


E value 


l . 0e-l07 


Match length 


256 


% identity 


73 


NCBI Description 


(AC004484) putative beta-ketoacyl- 




thaliana] >gi | 3559809 1 emb | CAA093H 




protein [Arabidopsis thaliana] 


Seq. No. 


192803 


Contig ID 


7580_2.R1039 


5' -most EST 


LIB3083-070-Q1-L1-H12 


Seq. No. 


192804 


Contig ID 


7582_l.Rl039 


5' -most EST 


LIB3189-036-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


gl872521 


BLAST score 


246 


E value 


8.0e-21 


Match length 


99 


% identity 


32 


NCBI Description 


(087833) zmc-finger protein Lsdl 




>gi 11872523 (U87834) zinc-finger p. 




thaliana] 


Seq. No. 


192805 


Contig ID 


7586 1.R1039 


5' -most EST 


LIB3148-053-Q1-K1-G1 


Method 


BLASTX 


NCBI GI 


g2262158 



(AJ010713) fiddlehead 



25844 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310 

2.0e-28 

125 

56 

(AC002329) putative mitochondrial phosphate translocator 
protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



192806 

7591_1.R1039 
LIB3083-071-Q1-L1-A9 



Seq. No. 
Contig ID 
5' -most EST 



192807 

7592_1.R1039 
LIB3083-071-Q1-L1-B1 



Seq. No. 
Contig ID 
5' -most EST 



192808 

7592_2.R1039 
LIB3148-051-Q1-K1-H12 



Seq. No. 
Contig ID 
5' -most EST 



192809 

7594_1.R1039 
LIB3166-058-P1-K1-D7 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192810 

7597_1.R1039 

uC-gsflmaxxa096e09bl 

BLASTX 

g2828147 

498 

3.0e-50 

151 

63 

(AF042384) BC-2 protein [Homo sapiens] 
192811 

7598JL.R1039 

LIB3083-071-Q1-L1-B4 

BLASTX 

g2864609 

129 

7.0e-10 

59 

61 

(AL021811) putative protein [Arabidopsis thaliana] 
>gi|404 9337|emb|CAA22562| (AL034567) putative protein 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192812 

7599J..R1039 

LIB3196-053-P1-M1-H8 

BLASTX " 

g4512699 

1517 

1.0e-169 

390 

75 

(AC006569) putative NADH-ubiquinone oxireductase 



25845 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# • 

[Arabidopsis thaliana] 
192813 

7602_1.R1039 

uC-gsflnu33B023c02bl 

BLASTX 

g3142331 

166 

2.0e-ll 

131 

34 

(U97327) calcyclin binding protein [Mus musculus] 



192814 

7604_1.R1039 

uC-gsflnu33B050g05bl 

BLASTX 

g3080435 

810 

6.0e-87 

177 

87 

(AL022 605) putative protein 



[Arabidopsis thaliana] 



192815 

7605_1.R1039 

g5046700 

BLASTX 

gl524370 

557 

4.0e-57 

153 

70 

(X92491) TOM20 [Solanum tuberosum] 
192816 

7607_1.R1039 

LIB3197-056-Q1-M1-F6 

BLASTX 

g2583133 

158 

1.0e-10 

106 

35 

(AC002387) unknown protein [Arabidopsis thaliana] 
192817 

7611_1.R1039 

g5047880 

BLASTX 

g4234941 

534 

2.0e-54 

160 

76 

(AF097 938) cytosolic phosphoglucomutase [Populus tremula 
Populus tremuloides] 

25846 



Seq. No. 


192818 


Contig ID 


7611 2. . Rlu^y 


5 -most EST 


-_c n yi jit qq 

gou44 / yy 


Method 


BLASTX 


NCBI GI 


g2829893 


BLAST score 


596 


E valu,e 


1.0e-61 


Match length 


146 


% identity 


79 


NCBI Description 


(AC002311) phosphoglucomutase [Arabidopsis thaliana] 


Seq. No. 


192819 


Contig ID 


/bi^ LKiu^y 


5 T -most EST 


LIB3083-071-Q1-L1-C7 


Method 


DT ACITY 


NCBI GI 


gl717975 


BLAST score 


355 


E value 


2.0e-33 


Match length 


123 


% identity 


52 


NCBI Description 


14.5 KD TRAN S L AT I ONAL INHIBITOR PROTEIN (P14.5) (UK1 



(X95384) 14.5 
[Homo sapiens] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



ANTIGEN HOMOLOG) >gi | 1177435 | emb | CAA64 670 | 
kDa translational inhibitor protein, pl4.5 

192820 

7620_1.R1039 
uC-gsronu33B126c03bl 

192821 

7621_1.R1039 

g5047507 

BLASTX 

g3790100 

782 

2.0e-83 

184 

79 

(AF095520) pyrophosphate-dependent phosphof ructokinase beta 
subunit [Citrus X paradisi] 

192822 

7627_1.R1039 

g5048589 

BLASTX 

g4427003 

700 

1.0e-73 
247 
56 

(AF127664) NBD- 



like protein [Arabidopsis thaliana] 



192823 

7628JL.R1039 

LIB3197-039-Q1-M1-B5 

BLASTX 

g3360289 



25847 



II 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



612 

3.0e-63 

217 

56 

(AF023164) leucine-rich repeat transmembrane protein kinase 
1 [Zea mays] 

192824 

7634_1.R1039 

LIB3189-044-P1-K1-D10 

BLASTX 

g728938 

1076 

1.0e-118 

231 
92 

PYROPHOSPHATE-ENERGIZED VACUOLAR MEMBRANE PROTON PUMP 
( PYROPHOSPHATE- ENERGIZED INORGANIC PYROPHOSPHATASE) 
(H+-PPASE) >gi | 322841 tpir | | JC1466 inorganic pyrophosphatase 
(EC 3.6.1.1) - barley >gi | 285638 | dbj | BAA02717 | (D13472) 

inorganic pyrophosphatse ase' [Hordeum vulgare] 

192825 

7641_1.R1039 

LIB3148-037-Q1-K1-F11 

BLASTX 

g2961377 

151 

7.0e-10 

62 

17 

(AL022141) putative receptor protein kinase [Arabidopsis 
thaliana] 

192826 

7644JL.R1039 
LIB3083-071-Q1-L1-G3 

192827 

7647_1.R1039 
LIB3120-036-Q1-K1-E3 

192828 

7648_1.R1039 
LIB3083-114-Q1-L1-D1 

192829 

7650JL.R1039 

g5049936 

BLASTX 

g3176668 

728 

5.0e-77 

168 

85 

(AC004393) Similar to ribosomal protein L17 gb 1X62724 from 
Hordeum vulgare. ESTs gblZ34728, gb|F19974, gb|T75677 and 



25848 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gb|Z33937 come from this gene. [Arabidopsis thaliana] 
192830 

7650_2.R1039 

uC-gsronu33B087d08bl 

BLASTX 

g3176668 

732 

2.0e~77 

166 

86 

(AC004393) Similar to ribosomal protein L17 gb 1X62724 from 
Hordeum vulgare. ESTs gb|Z34728, gb|F19974, gb|T75677 and 
gb|Z33937 come from this gene. [Arabidopsis thaliana] 

192831 

7652JL.R1039 

LIB3083-071-Q1-L1-H5 

BLASTX 

g2760084 

686 

9.0e-78 

236 

18 

(Y16045) leucine-rich repeat protein [Arabidopsis thaliana] 
192832 

7656_1.R1039 

LIB3196-057-P1-M1-C7 

BLASTX 

g2266994 

323 

7.0e-30 

164 

7 

(U77413) O-linked GlcNAc transferase [Homo sapiens] 
>gi|4505499|ref | NP_003596 . 1 | pOGT | O-GlcNAc transferase 
(uridine diphospho-N-acetyl glucosamine: polypeptide 
beta-N-acetylglucosaminyl transferase) 

192833 

7657_1.R1039 

LIB3197-007-P1-M1-F6 

BLASTX 

g2760830 

2022 

0.0e+00 

497 

75 

(AC003105) 
thaliana] 



putative beta-ketoacyl-CoA synthase [Arabidopsis 



Seq. No. 
Contig ID 
5* -most EST 
Method 
NCBI GI 



192834 

7661_1.R1039 

uC-gsronu33B149f05bl 

BLASTX 

gl351014 



25849 



o 



BLAST score 


205 


E value 


3.0e-23 


Match length 


70 


% identity 


83 


NCBI Description 


40S RIBOSOMAL PROTEIN S8 >gi | 968902 1 dfoj | BAA0720' 




ribosomal protein S8 [Oryza sativa] 


Seq. No. 


192835 


Contig ID 


7662_1.R1039 


5 '-most EST 


LIB3135-020-Q1-K1-E11 


Method 


BLASTN 


NCBI GI 


gl9212 


BLAST score 


57 


E value 


5.0e-23 


Match length 


156 


% identity 


29 


NCBI Description 


Tomato extensin mRNA (clone w!7-l) 


Seq. No. 


i r\ o n ~s f 

192836 


Contig ID 


7663_1.R1039 


5' -most EST 


LIB3083-072-Q1-L1-A7 


Seq. No. 


192837 


Contig ID 


7671_1.R1039 


5' -most EST 


LIB3165-028-P1-K1-E5 


Method 


BLASTX 


NCBI GI 


g2244806 


BLAST score 


439 


E value 


1.0e-43 


Match length 


94 


% identity 


81 


NCBI Description 


(Z97336) hypothetical protein [Arabidopsis thai 


Seq. No. 


192838 


Contig ID 


7672_1.R1039 


5 T -most EST 


LIB3083-072-Q1-L1-B6 


Method 


BLASTX 


NCBI GI 


g4o 7517 


BLAST score 


241 


E value 


4.0e-20 


Match length 


120 


% identity 


42 


NCBI Description 


(L12579) alternatively spliced [Homo sapiens] 



(D38010) 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi | 4503169 | ref | NP_001904 . 1 | pCUTLl | 
(CCAAT displacement protein) 

192839 

7675JL.R1039 

LIB3083-092-Q1-L1-F9 

BLASTN 

g3821780 

36 

1.0e-10 

37 

61 

Xenopus laevis cDNA clone 27A6-1 



cut (Drosophila) -like 1 



25850 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192840 

7678_1.R1039 

g2604018 

BLASTX 

g2435522 

320 

2.0e-29 

124 

52 

(AF024504) contains similarity to other AMP-binding enzymes 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192841 

7680JL.R1039 

g5049558 

BLASTX 

g!172977 

808 

2.0e-86 

182 
85 

60S RIBOSOMAL PROTEIN L18 >gi 1606970 (U15741) 
ribosomal protein L18 [Arabidopsis thaliana] 



cytoplasmic 



Seq. No. 
Contig ID 
5' -most EST 



192842 

7682_1.R1039 
LIB3083-104-Q1-L1-E5 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192843 

7684_1.R1039 

g5047415 

BLASTX 

g4567262 

941 

1.0e-102 

192 

90 

(AC006841) putative ubiquitin [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192844 

7687J..R1039 

LIB3196-016-P1-M1-D10 

BLASTN 

g969118 

141 

3.0e-73 

502 

98 

Gossypium herbaceum 5S ribosomal RNA gene and 
non-transcribed spacer, clone 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



192845 

7687_2.R1039 

g5047481 

BLASTX 

gl076738 

649 



25851 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



6.0e-68 

127 

93 

beta-tubulin R2242 



- rice 



192846 

7687_3.R1039 

LIB3197-022-Q1-M1-G2 

BLASTX 

gll74600 

2192 

0.0e+00 

438 

94 

TUBULIN BETA CHAIN >gi | 493710 | dbj | BAAO 6382 | 
beta-tubulin [Oryza sativa] 



(D30717) 



192847 

7687_4.R1039 

uC-gsflnu33B133g02bl 

BLASTN 

g969118 

136 

3.0e-70 

477 

95 

Gossypium herbaceum 5S ribosomal RNA gene and 
non-transcribed spacer, clone 

192848 

7687_5.R1039 

LIB3149-025-Q1-K1-F9 

BLASTX 

gll74600 

699 

9.0e-74 

142 

90 

TUBULIN BETA CHAIN >gi | 493710 I dbj | BAA06382 | (D30717) 
beta-tubulin [Oryza sativa] 

192849 

7688JL.R1039 

LIB3189-006-P1-K1-H1 

BLASTX 

g3283409 

155 

4.0e-10 

73 

48 

{AF068754) heat shock factor binding protein 1 HSBP1 [Homo 
sapiens] >gi | 4557647 | ref |NP_001528 . 1 IpHSBPl | heat shock 
factor binding protein 

192850 

7688_2.R1039 
LIB3189-006-P1-K1-G9 



25852 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192851 

7697JL.R1039 

LIB3145-042-Q1-K1-B7 

BLASTX 

gl223579 

214 

8.0e-26 

136 

46 

(X96481) cDNAlOl [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



192852 

7698_3.R1039 
LIB3196-019-P1-M1-A6 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192853 

7704JL.R1039 

LIB3135-053-Q1-K1-F5 

BLASTX 

g2281115 

1009 

1.0e-110 

222 
86 

(AC002330) 
thaliana] 



putative cullin-like 1 protein [Arabidopsis 



Seq. No. 
Contig ID 
5 T -most EST 



192854 

7714JL.R1039 
uC-gsflnu33B071ellbl 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 ! -most EST 



192855 

7715_1.R1039 

LIB3149-004-P1-K1-H8 

BLASTX 

g3033384 

672 

2.0e-70 

170 
74 

(AC004238) putative CTP synthase [Arabidopsis thaliana] 
192856 

7721_1.R1039 

LIB3165-051-Q1-K1-B4 

BLASTX 

g!66878 

567 

3.0e-58 

202 
59 

(M95796) Stl2p protein [Arabidopsis thaliana] 
192857 

7725JL.R1039 
LIB3083-073-Q1-L1-A9 



25853 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



BLASTX 

g4539369 

244 

1.0e-20 

78 

63 

(AL049525) 



putative protein [Arabidopsis thaliana] 



192858 

7728_1.R1039 

uC-gs f ImaxxaO 64 cO Ibl 

192859 

7730_1.R1039 
LIB3083-073-Q1-L1-B2 



Seq. No. 
Contig ID 
5 '-most EST 



192860 

7733JL.R1039 
LIB3120-045-P1-K1-F10 



Seq. No. 
Contig ID 
5 '-most EST 



192861 

7735JUR1039 
LIB3083-073-Q1-L1-B7 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



192862 

7736_1.R1039 
uC-gsronu33B103d01bl 

192863 

7738J..R1039 

g5044230 

BLASTX 

gl800147 

586 

2.0e-60 

227 

56 

(U83655) membrane associated protein [Arabidopsis thaliana] 
192864 

7741_1.R1039 
LIB3145-011-Q1-K1-B10 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192865 

7744_1.R1039 

LIB3083-073-Q1-L1-C5 

BLASTX 

g3355470 

255 

1.0e-34 

98 

73 

(AC004218) 
thaliana] 



putative lysophospholipase [Arabidopsis 



Seq. No. 
Contig ID 



192866 

7745 1.R1039 



25854 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3083-073-Q1-L1-C7 

BLASTX 

g4056481 

530 

7.0e-54 

232 

37 

(AC005896) putative DNA binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192867 

7753JL.R1039 

g5046713 

BLASTX 

g!706695 

163 

7.0e-ll 

210 
29 

PHOSPHOMEVALONATE KINASE >gi | 1362436 | pir | | S57588 
phosphomevalonat e kinase (EC 2.7.4.2) - yeast 
(Saccharomyces cerevisiae) >gi | 887601 1 emb | CAA90191 1 
(Z49939) Erg8p [Saccharomyces cerevisiae] 

192868 

7757J..R1039 

LIB3189-017-P1-K1-C7 

BLASTX 

g730512 

504 

3.0e-51 

117 

88 

RAS- RELATED PROTEIN RIC2 >gi | 48 1506 | pir | | S3874 1 GTP-binding 
protein ric2 - rice >gi | 218228 | dbj | BAA02 904 | (D13758) 
ras-related GTP binding protein [Oryza sativa] 

192869 

7760_2.R1039 

LIB3166-042-P1-K1-F9 

BLASTX 

g627469 

310 

3.0e-28 

169 

16 

hypothetical protein 2 



human ( fragment ) 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



192870 

7765JL.R1039 

g3325714 

BLASTX 

g3850816 

799 

2.0e-85 

188 

74 



25855 



NCBI Description 



O 

(Y18348) 
sativa] 



U2 snRNP auxiliary factor, small subunit [Oryza 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192871 

7776JL.R1039 

LIB3083-073-Q1-L1-G11 

BLASTX 

g3335337 

430 

4.0e-42 

132 

70 

(AC004512) Similar to acyl carrier protein, mitochondrial 
precursor (ACP) NADH-ubiquinone oxidoreductase 9.6 KD 
subunit (MYACP-1), gb|L23574 from A. thaliana. ESTs 
gb|Z30712, gb|Z30713 7 gb|Z26204, gb|N37975 and gb|N96330 
come from this gene 

192872 

7776_2.R1039 

LIB3146-033-Q1-K1-F3 

BLASTX 

g3335337 

378 

2.0e-36 

114 

68 

(AC004512) Similar to acyl carrier protein, mitochondrial 
precursor (ACP) NADH-ubiquinone oxidoreductase 9.6 KD 
subunit (MYACP-1), gb|L23574 from A. thaliana. ESTs 
gb|Z30712, gb|Z30713, gb|Z26204, gb|N37975 and gb|N96330 
come from this gene 

192873 

7779_1.R1039 
LIB3083-073-Q1-L1-G3 

192874 

7791_1.R1039 
LIB3083-073-Q1-L1-H4 

192875 

7799_1.R1039 
LIB3189-037-P1-K1-D12 

192876 

7800_1.R1039 

LIB3083-074-Q1-L1-A6 

BLASTX 

g425194 

862 

7.0e-93 

190 

87 

(L26243) heat shock protein [Spinacia oleracea] >gi 12660772 
(AF034618) cytosolic heat shock 70 protein [Spinacia 
oleracea] 



25856 



II 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192877 

7802J..R1039 

LIB3166-031-P1-K1-F10 

BLASTX 

g4206765 

357 

1.0e-33 

166 

46 

(AF104329) putative type 1 membrane protein [Arabidopsis 
thaliana] 

192878 

7807JL.R1039 

LIB3083-094-Q1-L1-B12 

BLASTX 

g3482967 

290 

3.0e-26 

59 

92 

(AL031369) Protein phosphatase 2C-like protein [Arabidopsis 
thaliana] >gi | 4559345 | gb | AAD23006. 1 |AC006585_1 (AC006585) 
protein phosphatase 2C [Arabidopsis thaliana] 



Seq. No. 


192879 


Contig ID 


7808 1.R1039 


5' -most EST 


LIB3272-043-P1-K1-F6 


Seq. No. 


192880 


Contig ID 


7815 1.R1039 


5 '-most EST 


LIB3083-074-Q1-L1-C6 


Method 


BLASTX 


NCBI GI 


g4262241 


BLAST score 


372 


E value 


2.0e-35 


Match length 


179 


% identity 


50 


NCBI Description 


(AC006200) unknown protein 


Seq. No. 


192881 


Contig ID 


7819 1.R1039 


5* -most EST 


LIB3189-040-P1-K1-A3 


Method 


BLASTX 


NCBI GI 


gl077345 


BLAST score 


154 


E value 


6.0e-10 


Match length 


73 


% identity 


44 


NCBI Description 


hypothetical protein YLR290 



Seq. No. 
Contig ID 
5* -most EST 



cerevisiae) >gi 1596046 (U17243) L8003.16 gene product 
[Saccharomyces cerevisiae] 

192882 

7827_1.R1039 
LIB3083-099-Q1-L1-F10 



25857 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



BLASTX 

gl778051 

210 

2.0e-16 

107 

39 

(U62583) 



Prtl homolog [Homo sapiens] 



>gi | 4503527 | ref | NP_003742 . 1 1 pEIF3S9 | UNKNOWN 
192883 

7832_1.R1039 

LIB3083-074-Q1-L1-E8 

BLASTX 

g3367568 

778 

5.0e-83 

172 

84 

(AL031135) 
thaliana] 



protein kinase - like protein [Arabidopsis 



192884 

7837JL.R1039 

LIB3083-074-Q1-L1-F4 

BLASTN 

g3449327 

58 

8.0e-24 

146 

85 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MCA23, complete sequence [Arabidopsis thaliana] 



PI clone: 



192885 

7842_1.R1039 

LIB3272-039-P1-K1-A10 

BLASTX 

g2498490 

490 

5.0e-77 

286 

55 

VIRAL INTEGRATION SITE PROTEIN INT- 6 >gi I 1854579 (L35556) 
Int-6 [Mus musculus] >gi 12114363 (U62962) similar to mouse 
Int-6 [Homo sapiens] >gi 12351382 (U54562) eIF3-p48 [Homo 
sapiens] >gi| 2688818 (U85947) Int-6 [Homo sapiens] 
>gi 1 2695701 (U94175) mammary tumor-associated protein INT6 
[Homo sapiens] >gi | 4503521 | ref | NP_001559 . 1 | pEIF3S6 | murine 
mammary tumor integration site 6 (oncogene homolog) 

192886 . 

7846_1.R1039 

LIB3272-013-P1-K1-H9 

BLASTX 

g2244810 

291 

3.0e-26 



25858 



Match length 


67 


% identity 


87 


NCBI Description 


(Z97336) CCAAT-binding transcription 




A(CBF-A) [Arabidopsis thaliana] 


Seq. No. 


192887 


Contig ID 


7849_1.R1039 


5 f -most EST 


LIB3083-074-Q1-L1-G7 


Method 


BLASTX 


NCBI GI 


g4512667 


BLAST score 


487 


E value 


7 . Oe-49 


Match length 


224 


% identity 


46 


NCBI Description 


(AC006931) putative MAP kinase [Arab 


Seq. No. 


192888 


Contig ID 


7860 1.R1039 


5' -most EST 


uC-gsronu33B090cllbl 


Seq. No. 


192889 


Contig ID 


7861_1.R1039 


5' -most EST 


g5047737 


Method 


BLASTX 


NCBI GI 


g3043428 


BLAST score 


903 


E value 


2.0e-97 


Match length 


191 


% identity 


92 


NCBI Description 


(AJ005346) 40S ribosomal protein S5 


Seq. No. 


192890 


Contig ID 


7861_2.R1039 


5' -most EST 


LIB3149-018-Q1-K1-E11 


Method 


BLASTX 


NCBI GI 


g3043428 


BLAST score 


910 


E value 


3.0e-98 


Match length 


197 


% identity 


91 


NCBI Description 


(AJ005346) 40S ribosomal protein S5 


Seq. No. 


192891 


Contig ID 


7861_3.R1039 


5 '-most EST 


uC-gsflnu33B136bl2bl 


Method 


BLASTX 


NCBI GI 


g3043428 


BLAST score 


707 


E value 


3.0e-91 


Match length 


197 


% identity 


87 


NCBI Description 


(AJ005346) 4 OS ribosomal protein S5 


Seq. No. 


192892 


Contig ID 


7877 1.R1039 


5 T -most EST 


LIB3197-058-Q1-M1-H1 


Method 


BLASTX 



[Cicer arietinum] 



[Cicer arietinum] 



[Cicer arietinum] 



25859 



II 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll6229 
1015 

1.0e-117 

280 

78 

MITOCHONDRIAL CHAPERON IN HSP60 PRECURSOR 
>gi|99676|pir||S20876 chaperonin hsp60 precursor - 
Artbidopsis thaliana >gi | 16221 | emb | CAA7 7646 | (Z11547) 
chaperonin hsp60 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 f -most EST 



192893 

7877_2.R1039 

LIB3197-059-Q1-M1-A6 

BLASTX 

g461735 

1094 

1.0e-120 

242 

90 

MITOCHONDRIAL CHAPERONIN HSP60-1 PRECURSOR 
>gi|478785|pir| [S29315 chaperonin 60 - cucurbit 
>gi|12544|emb|CAA50217| (X708 67) chaperonin 60 [Cucurbita 
sp.] 

192894 

7881_1.R1039 
LIB3149-04 6-Q1-K1-A9 
' BLASTX 
g2119045 
713 

2.0e-75 

178 

54 

small nuclear ribonucleoprotein U1A - potato 

>gi 1 1050840 | emb i CAA90282 | (Z49990) UlsnRNP-specif ic 

protein, U1A [Solanum tuberosum] 

192895 

7884_1.R1039 
uC-gsflnu33B126fllbl 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192896 

7886JL.R1039 

uC-gsflnu33B064c08bl 

BLASTX 

g3928099 

474 

3.0e-47 

260 

20 

(AC005770) unknown protein 



[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



192897 

7892_1.R1039 

LIB3146-034-Q1-K1-G8 

BLASTX 

g3759184 



25860 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



625 

2.0e-65 

127 

87 

(AB018441) phi-1 [Nicotiana tabacum] 



192898 

7894_1.R1039 

LIB3145-040-Q1-K1-F6 

BLASTX 

g2618688 

828 

7.0e-89 

197 

77 

(AC002510) putative esterase D 



[Arabidopsis thaliana] 



192899 

7899_1.R1039 

LIB3272-041-P1-K1-H1 

BLASTX 

g3024583 

184 

7.0e-14 

96 
48 

RT14 PROTEIN HOMOLOG >gi 12347196 (AC002338) RT14 protein 
isolog [Arabidopsis thaliana] 

192900 

7901JL.R1039 

LIB3197-034-Q1-M1-D9 

BLASTX 

g2894592 

560 

2.0e-57 

139 
76 

(AL021889) predicted protein [Arabidopsis thaliana] 
192901 

7901_2.R1039 

LIB3149-032-Q1-K1-C3 

BLASTX 

g2894592 

378 

2.0e-36 

92 

74 

(AL021889) predicted protein [Arabidopsis thaliana] 
192902 

7902JL.R1039 

LIB3083-076-Q1-L1-E1 

BLASTX 

g3695059 

447 



25861 



E value 


1.0e-44 


ixiarcn lengtn 


114 
1 1 ft 


% identity 


oZ 


NCBI Description 


(ArUo4/o/; rac birase activating protein i l -Lotus 




j aponicus] 


Seq. No. 


l yzyuo 


Contig ID 


/yuo i.Kiuoy 


C f _ Tn( _ c 4- TPCT 

0 — luOSt HiOl 


T TR^1 47— fiD^-HI — Pfl — P? 


ixietnou 


oLU\0 1 A 


NLdI bl 


g4 4 yu / Uj 


BLAST score 


575 


E value 


2.0e-59 


Match length 


Ijl 


% identity 


O A 


NCBI Description 


(ALUooboU) riDOSomai protein Lii4-iiKe protein [firaDiaops. 




thaliana] 


Seq* No, 


1 QO A A yl 


Contig ID 


*7 AA ^ 1 T3 *| A *2 A 


C I _m/-so+- TP C T 


T TR^OP ^ — f)7 H1 — T 1 — TTO 
LlDjUt3 J U /O ^1 JjI EjZ 


ixie tnou 




MT'IST PT 
NCtil (a-L 


gizz jyzz 


BLAST score 


595 


E value 


8.0e-62 


Match length 




% identity 


/o 


NCBI Description 


(U49445) Vigna radiata vicilin peptidohydrolase [Vigna 




radiata] 


beq. wo. 


lyzyuo 


Contig ID 


/9Uo l.Riujy 


5' -most EST 


LIB3145-038-Q1-K1-A5 


Seq. No. 


*l A O A A /"* 

192906 


Contig ID 


7909 1.R1039 


o ■ -most hibi 


goU4 y boo 


Method 


JdIiAo J. A 


NCBI GI 


g3790548 


BLAST score 


1177 


E value 


1 . ue — iz y 


Match length 


OCA 


% identity 


0 a 
00 


NCBI Description 


(AF064064) flavanone 3-hydroxylase [Arabidopsis thaliana 


Seq. No. 


192907 


Contig ID 


TAAA A T»1AOA 

7909 2.R1039 


5 -most EST 


LIBolo y-UUl-Pl-Kl-Cll 


Method. 


nT 7\ O rn V 

hsliAo i A 


NCBI GI 


g4126401 


BLAST score 


527 


Hi value 


1 Ho— 

1 • ue 0 j 


Match length 


127 


% identity 


80 


NCBI Description 


(AB011795) flavanone 3-hydroxylase [Citrus sinensis] 


Seq. No. 


192908 



25862 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7911_1.R1039 

uC-gsflmaxxa003e09bl 

BLASTX 

g2492952 

1079 

1.0e-118 

277 
75 

CHORISMATE SYNTHASE 1 PRECURSOR 

( 5 -ENOLPYRUVYLSHIKIMATE- 3- PHOS PHATE PHOSPHOLYASE 1) 
>gi| 542026|pir | | S40410 chorismate synthase (EC 4.6.1, 
precursor - tomato >gi | 410482 | emb | CAA79859 | (Z21796) 
chorismate synthase 1 [Lycopersicon esculentum] 



4) 1 



Seq. No* 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192909 

7911__2.R1039 

g5046831 

BLASTX 

g2492952 

734 

1.0e-142 

301 

83 

CHORISMATE SYNTHASE 1 PRECURSOR 

(5 -ENOLPYRUVYLSHIKIMATE- 3 -PHOS PHATE PHOSPHOLYASE 1) 
>git542026|pir | IS40410 chorismate synthase (EC 4.6.1, 
precursor - tomato >gi I 410482 | emb | CAA7 9859 | (Z21796) 
chorismate synthase 1 [Lycopersicon esculentum] 



4) 1 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192910 

7911_4.R1039 

LIB3148-048-Q1-K1-H4 

BLASTX 

g2492952 

316 

6.0e-29 

77 

78 

CHORISMATE SYNTHASE 1 PRECURSOR 

(5 -ENOLPYRUVYLSHIKIMATE- 3 -PHOS PHATE PHOSPHOLYASE 1) 
>gi|542026|pir| IS40410 chorismate synthase (EC 4.6.1, 
precursor - tomato >gi I 410482 | emb | CAA79859 | (Z21796) 
chorismate synthase 1 [Lycopersicon esculentum] 



4) 1 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192911 

7917JL.R1039 

LIB3083-076-Q1-L1-F3 

BLASTX 

g484656 

603 

6.0e-71 

175 

75 

monodehydroascorbate reductase (NADH) (EC 1.6.5.4) - 
cucumber >gi | 452165 | dbj | BAA05408 | (D26392) 
monodehydroascorbate reductase [Cucumis sativus] 



25863 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



192912 

7922JL.R1039 

LIB3197-031-Q1-M1-B12 

BLASTX 

g3377843 

643 

4.0e-67 

168 

77 

(AF076274) contains similarity to rat p47 protein 
(GB:AB002086) [Arabidopsis thaliana] 

192913 

7924_1.R1039 

LIB3083-076-Q1-L1-G10 

BLASTX 

g2832649 

629 

9.0e-66 

162 

72 

(AL021710) adenylosuccinate lyase - like protein 
[Arabidopsis thaliana] 

192914 

7925_1.R1039 

g5045275 

BLASTX 

g2244993 

245 

1.0e-20 

96 

49 

(Z97341) similarity to AMP-activated protein kinase beta 
[Arabidopsis thaliana] 

192915 

7926JL.R1039 

uC-gsronu33B044c07bl 

BLASTX 

g464980 

805 

4.0e-86 

152 

97 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi | 166422 (L06967) 
ubiquitin carrier protein [Medicago sativa] 

192916 

7926_2.R1039 

LIB3145-018-Q1-K1-F6 

BLASTN 

gl66421 

101 

2.0e-49 
293 



25864 



% identity 


Q A 
0 4 


NCBI Description 


Medicago sativa ubiquitin carrier 




cds 


Seq. No. 


192917 


Contig ID 


7940_1. R1039 


o -most EST 


LIBiUoo-112-Ql-Ll-Ho 


Method 


nliiioi JN 


JNUbl (ji 


g4 ioy / ud 


BLAST score 


38 


E value 


7.0e-12 


Match length 


H A 
/4 


% identity 


88 


NCBI Description 


Arabidopsis thaliana genomic DNA, 




MGL6, complete sequence [Arabidop 


Seq. No. 


192918 


Contig ID 


7943 1.R1039 


5' -most EST 


LIB3147-037-Q1-K1-D4 


beq. No. 


1 QOQ1 Q 

ly^yiy 


contig id 


*7 Vt O O T"> "1 A *D ft 

/y4o 2.R1UJ9 


5 1 -most EST 


LIB3147-022-Q1-K1-C4 


Seq. No. 


192920 


Contig ID 


7944_1.R1039 


5 1 -most EST 


g5050519 


Method 


BLASTX 


NCBI GI 


g3281853 


BLAST score 


842 


E value 


1 . Oe-90 


Match length 


201 


% identity 


89 


NCBI Description 


(AL031004) putative protein [Arab 


Seq. No. 


192921 


Contig ID 


7946_1.R1039 


5 1 -most EST 


uC-gsf Imaxxa028hl2bl 


Method 


QT TV O TV 


NCBI GI 


g4539545 


BLAST score 


1200 


E value 


1.0e-132 


Match length 


246 


-6 identity 


y4 


NCBI Description 


(Y16644) PRCI [Nicotiana tabacum] 


Seq. No. 


192922 


Contig ID 


7946_4.R1039 


5 T -most EST 


uC-gsf lmaxxa061f lObl 


Method 


BLASTX 




g4ojyo4o 


BLAST score 


384 


E value 


3.0e-37 


Match length 


97 


% identity 


78 


NCBI Description 


(Y16644) PRCI [Nicotiana tabacum] 



chromosome 3, PI clone 



[Arabidopsis thaliana] 



25865 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192923 

7947_1.R1039 

LIB3166-040-P1-K1-H3 

BLASTX 

g730165 

208 

3.0e-16 

80 

54 

EARLY NODULIN 93 (N-93) >gi | 48 6679 | pir | | S34801 nodulin 
(clone GmN93) - soybean >gi | 218262 | dbj | BAA0272 4 | (D13506) 
early nodulin [Glycine max] >gi | 3763851 | dbj | BAA33816 | 
(AB018378) early nodulin [Glycine max] 
>gi I 447138 |prf | 1 1913422D nodulin [Glycine max] 



Seq. No. 


192924 


Contig ID 


7951 1.R1039 


5' -most EST 


g5044273 


Method 


BLASTX 


NCBI GI 


gl752734 


BLAST score 


665 


E value 


1.0e-69 


Match length 


213 


% identity 


62 


NCBI Description 


(D78510) beta-glucan-elicitor receptor [ 


Seq. No. 


192925 


Contig ID 


7952 1.R1039 


5 '-most EST 


LIB3083-077-Q1-L1-A8 


Method 


BLASTX 


NCBI GI 


g4105772 


BLAST score 


387 


E value 


3.0e-37 


Match length 


85 


% identity 


43 


NCBI Description 


(AF049917) PGP9B [Petunia x hybrida] 


Seq. No. 


192926 


Contig ID 


7953 1.R1039 


5 T -most EST 


g5045380 


Method 


BLASTX 


NCBI GI 


g967125 


BLAST score 


721 


E value 


3.0e-7 6 


Match length 


150 


% identity 


92 


NCBI Description 


(U08140) calcium dependent protein kinas 


Seq. No. 


192927 


Contig ID 


7956 1.R1039 


5* -most EST 


LIB3196-010-P1-M1-A3 


Method 


BLASTX 


NCBI GI 


g3551523 


BLAST score 


201 


E value 


1.0e-15 


Match length 


119 


% identity 


34 



25866 



NCBI Description (AB017026) oxysterol-binding protein [Mus musculus] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



192928 

7960JL.R1039 

LIB3147-027-Q1-K1-H4 

BLASTX 

g3287690 

145 

3.0e-10 

113 

42 

(AC003979) T22J18.15 [Arabidopsis thaliana] 
192929 

7964_1.R1039 

LIB3272-005-P1-K1-F10 

BLASTX 

g!174583 

215 

5.0e-17 

142 
33 

TRANSALDOLASE >gi | 1074653 | pir | | D64167 hypothetical protein 
HI1125 - Haemophilus influenzae (strain Rd KW20) 
>gi 1 1574680 (U32792) transaldolase B (talB) [Haemophilus 
influenzae Rd] 

192930 

7971JL.R1039 
LIB3197-037-Q1-M1-D3 

192931 

7976_1.R1039 

LIB3147-019-Q1-K1-H6 

BLASTX 

g3892058 

489 

7.0e-4 9 

227 
46 

(AC002330) putative glutamate-/aspartate-binding peptide 
[Arabidopsis thaliana] 

192932 

7979_1.R1039 

LIB3083-077-Q1-L1-D3 

BLASTX 

g4432837 

253 

1.0e-21 

161 

40 

(AC006283) hypothetical protein [Arabidopsis thaliana] 
192933 

7982_1.R1039 
LIB3145-043-Q1-K1-A1 



25867 



o 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



192934 

7985_1.R1039 

LIB3197-022-Q1-M1-D1 

BLASTX 

g4335763 

430 

5.0e-42 

161 

50 

(AC006284) unknown protein [Arabidopsis thaliana] 
192935 

8000_1.R1039 

LIB3083-077-Q1-L1-F3 

BLASTX 

gl514639 

829 

4.0e-89 

187 

83 

(X85181) alpha-glucan phosphorylase [Spinacia oleracea] 
192936 

8002_1.R1039 

uC-gsronu33B162f07b2 

BLASTX 

g3876473 

172 

6.0e-12 

138 
28 

(Z72508) F28H7.4 [Caenorhabditis elegans] 
192937 

8003_1.R1039 
LIB3166-039-P1-K1-F5 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



192938 

8004_1.R1039 

LIB3272-041-P1-K1-F8 

BLASTX 

g3023841 

354 

2.0e-33 

89 

75 

GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT 
>gi|1695179|emb|CAA70704| (Y09513) G protein beta subunit 
[Nicotiana plumbagini folia] 

192939 

8011_1.R1039 

g5047575 

BLASTX 

gl209020 

297 



25868 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-26 

246 

34 

(U09584) PL 6 protein [Homo sapiens] 
192940 

8011_2.R1039 

g5047582 

BLASTX 

gl209020 

145 

6.0e-09 

128 

34 

(U09584) PL 6 protein [Homo sapiens] 
192941 

8018JL.R1039 

uC-gsf lmaxxa02 6a0 9bl 

192942 

8023_1.R1039 

LIB3166-008-P1-K1-H1 

BLASTX 

g4580460 

618 

2.0e-64 

152 
84 

(AC006081) putative 26S Protease Subunit 4 
thaliana] 



[Arabidopsis 



Seq. No. 

Contig ID 

5 ? -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192943 

8024_1.R1039 

LIB3083-077-Q1-L1-H6 

BLASTX 

g291114a 

649 

4.0e-68 

157 

81 

(AB005808) NADP-malic enzyme [Aloe arborescens] 
192944 

8026J..R1039 
uC-gsflnu33B015a06bl 

192945 

8027_1.R1039 

g5047193 

BLASTX 

g3924823 

275 

4.0e-24 

137 

43 

(Z83113) cDNA EST yk4 91all.5 comes from this gene; cDNA EST 



25869 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



yk491all.3 comes from this gene [Caenorhabditis elegans] 
192946 

8032JL.R1039 

LIB3120-017-Q1-K1-G11 

BLASTX 

g3927831 

625 

2.0e-65 

141 

81 

(AC005727) similar to mouse ankyrin 3 [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



192947 

8035JL.R1039 

LIB3165-016-P1-K1-G1 

BLASTX 

g548847 

165 

3.0e-12 

45 

98 

CHLOROPLAST 3 OS RIBOSOMAL PROTEIN S12 
>gi 11086182 | pir | IS39501 ribosomal protein S12 - 
curled-leaved tobacco >gi I 225248 | prf | I1211235CG ribosomal 
protein S12 [Nicotiana tabacum] 

192948 

8035__2.R1039 
LIB3083-078-Q1-L1-A8 

192949 

8035_3.R1039 

LIB3148-029-Q1-K1-A9 

BLASTN 

g!2292 

312 

1.0e-175 

514 

91 

Spinach chloroplast DNA homologous to ARS and ARC elements 
upstream of rDNA operon 

192950 

8039JL.R1039 

LIB314 6-047-Q1-K1-H5 

BLASTX 

gl350720 

455 

3.0e-45 

111 

77 



NCBI Description 60S RIBOSOMAL PROTEIN L32 



Seq. No. 
Contig ID 



192951 

8039 3.R1039 



25870 




5 T -most EST 


uC-gsronu33B080g02bl 


Method 


BLASTX 


NCBI GI 


gl350720 


BLAST score 


455 


E value 


2.0e-45 


Match length 


111 


% identity 


77 


NCBI Description 


60S RIBOSOMAL PROTEIN L32 


Seq. No. 


192952 


Contig ID 


8039 5.R1039 


5 '-most EST 


LIB3135-035-Q1-K1-D6 


Method 


BLASTX 


NCBI GI 


gl350720 


BLAST score 


376 


E value 


4.0e-36 


Match length 


110 


% identity 


67 


NCBI Description 


60S RIBOSOMAL PROTEIN L32 


Seq. No. 


192953, 


Contig ID 


8043 1.R1039 


5 1 -most EST 


LIB3197-042-Q1-M1-B9 


Method 


BLASTX 


NCBI GI 


a2194118 


BLAST score 


196 


E value 


5.0e-15 


Match length 


69 


% identity 


54 


NCBI Description 


(AC002062) F20P5.4 gene product [Arabidopsis thaliana 


Seq. No. 


192954 


Contig ID 


8046 1.R1039 


5* -most EST 


LIB3165-051-Q1-K1-A2 


Method 


BLASTX 


NCBI GI 


g4531440 


BLAST score 


190 


E value 


5.0e-14 


Match length 


149 


% ifipntitv 


39 


NCBI Description 


(AC006224) unknown protein [Arabidopsis thaliana] 


Seq. No. 


192955 


Contig ID 


8056 1.R1039 


5 '-most EST 


LIB3148-042-Q1-K1-C12 


Seq. No. 


192956 


Contig ID 


8070 1.R1039 


5 '-most EST 


LIB3083-078-Q1-L1-D7 


Method 


BLASTX 


NCBI GI 


g3395431 


BLAST score 


254 


E value 


2.0e-21 


Match length 


148 


% identity 


41 


NCBI Description 


(AC004683) unknown protein [Arabidopsis thaliana] 



25871 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192957 

8071JL.R1039 

LIB3083-078-Q1-L1-D8 

BLASTX 

g2673910 

190 

3.0e-14 

94 

48 

(AC002561) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192958 

8072JL.R1039 

uC-gsflnu33B064el2bl 

BLASTX 

g4510383 

991 

1.0e-107 

318 

65 

(AC007017) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



192959 

8076_1.R1039 
LIB3272-014-P1-K1-G5 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192960 

8085JL.R1039 

LIB3083-082-Q1-L1-G6 

BLASTX 

gl082054 

146 

3.0e-09 

129 

27 

(Z49859) copper transporter protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192961 

8086_1.R1039 

g5048507 

BLASTX 

gl518540 

1137 

0.0e+00 

480 

89 

(U53418) UDP-glucose dehydrogenase [Glycine max] 



Seq. No. 
Contig ID 
S'-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



192962 

8087_1.R1039 

LIB3083-078-Q1-L1-F2 

BLASTX 

g4220521 

383 

1.0e-36 

143 
59 



25872 



NCBI Description (AL035356) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



192963 

8099_1.R1039 

LIB3083-078-Q1-L1-G3 

BLASTX 

g3608154 

460 

5.0e-4 6 

140 

67 

(AC005314) unknown protein [Arabidopsis thaliana] 
192964 

8100_1.R1039 
LIB3083-078-Q1-L1-G4 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 



192965 

8102JL.R1039 

uC-gsflnu33B012g09bl 

BLASTX 

gl771780 

677 

4.0e-71 

156 

85 

(Y10024) ubiquitin extension protein [Solanum tuberosum] 
192966 



Contig ID 


8102 2.R1039 


S'-most EST 


uC-gsflnu33B109f05bl 


Method 


BLASTX 


NCBI GI 


gl771780 


BLAST score 


677 


E value 


4.0e-71 


Match length 


156 


% identity 


85 


NCBI Description 


(Y10024) ubiquitin extens 


Seq. No. 


192967 


Contig ID 


8102 3.R1039 


5 '-most EST 


LIB3147-001-Q1-K2-D5 


Method 


BLASTX 


NCBI GI 


gl771780 


BLAST score 


660 


E value 


3.0e-69 


Match length 


156 


% identity 


84 


NCBI Description 


(Y10024) ubiquitin extens 


Seq. No. 


192968 


Contig ID 


8103 1.R1039 


S'-most EST 


LIB3083-078-Q1-L1-G8 


Method 


BLASTX 


NCBI GI 


gl552169 


BLAST score 


300 


E value 


7.0e-27 



25873 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



• 

193 
38 

(D42138! 



PIG-B [Homo sapiens] 



192969 

8108_1.R1039 

LIB3083-078-Q1-L1-H12 

BLASTN 

g3241920 

38 

7.0e-12 

139 

87 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MAE1, complete sequence [Arabidopsis thaliana] 

192970 

8111J..R1039 
LIB3272-009-P1-K1-H7 



PI clone: 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



192971 

8113JL.R1039 

LIB314 9-040-Q1-K1-A5 

BLASTX 

g4544432 

786 

5.0e-84 

218 

71 

(AC006955) putative mannose-1 -phosphate guanyltransf erase 
[Arabidopsis thaliana] 

192972 

8117_1.R1039 

LIB3197-040-Q1-M1-D12 

BLASTX 

g4469023 

558 

2.0e-57 

124 

85 

(AL035602) putative protein [Arabidopsis thaliana] 
192973 

8119_1.R1039 
LIB3197-012-P1-M1-B12 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



192974 

8119_2.R1039 
LIB3147-022-Q1-K1-B2 

192975 

8119__4.R1039 

LIB3083-079-Q1-L1-A12 

BLASTX 

g2465008 

160 



25874 



# 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 



1.0e-21 

213 

37 

(AJ001445) ripening-induced protein [Fragaria vesca] 
192976 

8120JL.R1039 

LIB3120-036-Q1-K1-A8 

BLASTX 

gl085922 

440 

2.0e-43 

178 

56 

hypothetical protein 224 - evening primrose mitochondrion 
>gi|459533|emb|CAA54 968| (X78038) orf224; homology to 
ribosomal protein SI of E. coli [Oenothera berteriana] 

192977 

8132JL.R1039 

uC-gsronu33B106bl0b2 

BLASTX 

g606942 

546 

9.0e-56 

187 

58 

(0*13760) unknown [Gossypium hirsutum] 
192978 

8133_1.R1039 

LIB3165-024-P1-K1-F7 

BLASTX 

g2245378 

160 

1.0e-10 
36 

(U83245) auxin response factor 1 [Arabidopsis thaliana] 
192979 

8137_1.R1039 

uC-gsflnu33B026b!2bl 

BLASTX 

g2738998 

628 

1.0e-65 

135 
86 

(AF022458) CYP98A2p [Glycine max] 
192980 

8139J..R1039 

LIB3149-062-Q1-K1-G8 

BLASTX 

g2245091 

190 



25875 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
S'-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 l -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



• 

5.0e-14 

117 

42 

(Z97343) 



hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 1 -most EST 
Method 



192981 

8146_1.R1039 
uC-gsflmaxxa014b08bl 

192982 

8151JL.R1039 

LIB3120-026-Q1-K1-E8 

BLASTX 

g3212871 

324 

6.0e-30 

124 

57 

(AC004005) putative translation initiation factor 
[Arabidopsis thaliana] 

192983 

8152JL.R1039 

LIB3083-113-Q1-L1-G12 

BLASTX 

g3582002 

201 

2.0e-15 

148 

34 

(AJ010943) tomato invertase inhibitor [Lycopersicon 
esculentum] 

192984 

8153JLR1039 
uC-gsronu33B153dl2b2 

192985 

8157_1.R1039 

LIB3147-017-Q1-K1-B8 

BLASTX 

g2500345 

269 

8.0e-24 

78 
72 

NHP2/RS6 FAMILY PROTEIN YEL026W HOMOLOG (HIGH MOBILITY 
GROUP-LIKE NUCLEAR PROTEIN 2 HOMOLOG) 

>gi|2618578|dbj |BAA23363| (D50420) OTK27 [Homo sapiens] 
>gi 1 3859990 (AF091076) OTK27 [Homo sapiens] 

>gi 1 1589072 |prf | I2210268A nuclear protein-NHP2-like protein 
[Homo sapiens] 

192986 

8167JL.R1039 

uC-gsflnu33B062a02bl 

BLASTX 



25876 



NCBI GI 


g4204765 


BLAST score 


393 


E value 


y . ue— d / 


Match length 


1 A O 


% identity 


81 


NCBI Description 


(Uoiiy4) peroxraase [biycine maxj 


Seq. No. 


lyzyo / 


Contig ID 


olOo l.KlUoy 


o -mosr Hib i 




Method 


■tit 7i rrtiv 


NCBI GI 


g4102839 


BLAST score 


1126 


E value 


1 . Ue-lz J 


Match length 


on *3 


% identity 


78 


NCBI Description 


(AF016713) LeOPTl [Lycopersicon es 


Seq. No. 


192988 


Contig ID 


8170 l.Rluoy 


5 1 -most EST 


LIB3 U83-U 8 U-Ql—h 1-C1U 


Seq. No. 


192989 


Contig ID 


8171 1.R1039 


5 '-most EST 


LIBoU8i-U8o-Ul-Li-DD 


Method 


ny Ti n rpv 

BLASTX 




g^ j^zooz 


BLAST score 


253 


E value 


9.0e-22 


Match length 


101 


% identity 


48 


NCBI Description 


(AF076979) putative strictosidine 



thaliana] 



Seq. No. 


192990 


Contig ID 


8175 1.R1039 


5 '-most EST 


LIB3083-080-Q1-L1-C4 


Method 


BLASTX 


NCBI GI 


g4490715 


BLAST score 


286 


E value 


2.0e-25 


Match length 


179 


% identity 


35 


NCBI Description 


(AL035680) putative protein 


Seq. No. 


192991 


Contig ID 


8177 1.R1039 


5* -most EST 


LIB3147-059-Q1-K1-E11 


Method 


BLASTX 


NCBI GI 


g2262173 


BLAST score 


911 


E value 


2.0e-98 


Match length 


197 


% identity 


89 


NCBI Description 


(AC002329) NADPH thioredoxin 




thaliana] 



reductase [Arabidopsis 



25877 




Seq. No. 


i yz yy^ 


Contig ID 


8179_1 . R1039 


5 T -most EST 


LIB3197-060-Q1-M1-F6 


Seq. No. 


-i /> /\ r\ (\ *5 
192993 


Contxg ID 


8182 1.R1039 


b -most Eb! 


-en a no 


Method 




NCBI GI 


gl082054 


BLAST score 


352 


E value 


4 . Oe-33 


Match length 


124 


% identity 


55 


NCBI Description 


(Z49859) copper transporter protein [Arabidopsis thaliana 


Seq. No. 


192994 


Contig ID 


8190_1.R1G39 


o -most EST 


LIB32 /z-(JUd-P1-K1-Fd 


Method 


TDT 7\ C rn V 


NCBI GI 


g3 7694 / 2 


BLAST score 


310 


E value 


4.0e-37 


Match length 


105 


% identity 


68 


NCBI Description 


(AF064732) putative phospholipase A2 [Dianthus 




caryophyllus] 


Seq. No. 


192995 


Contig ID 


8195_1.R1039 


5 '-most EST 


LIB3083-080-Q1-L1-E2 


Seq. No. 


192996 


Contig ID 


8197_1.R1039 


5 1 -most EST 


LIB3197-030-Q1-M1-E4 


Method 


BLASTX 


NCBI GI 


g461812 


BLAST score 


363 


E value 


2 . Oe-34 


Match length 


iyo 


% identity 


41 


NCBI Description 


CYTOCHROME P450 72 (CYPLXXII) (PROBABLE 




GERANIOL- 10 -HYDROXYLASE) (GE10H) >gi 1167484 (L10081) 




Cytochrome P-450 protein [Catharanthus roseus] 




>gi| 445604 |prf| | 1909351A cytochrome P450 [Catharanthus 




roseus] 


Seq. No. 


192997 


Contig ID 


8197_2.R1039 


5 1 -most EST 


LIB314 9-019-Q1-K1-A9 


Method 


BLASTX 




gooz^y4o 


BLAST score 


263 


E value 


1.0e-22 


Match length 


114 


% identity 


44 


NCBI Description 


(AC004411) putative cytochrome P450 [Arabidopsis thaliana 



25878 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192998 

8205_1.R1039 

LIB3166-033-P1-K1-F2 

BLASTX 

g3252813 

1263 

1.0e-139 

266 

87 

(AC004705) vacuolar sorting receptor-like protein 
[Arabidopsis thaliana] >gi 13810586 (AC005398) vacuolar 
sorting receptor-like protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192999 

8206_1.R1039 

LIB3083-080-Q1-L1-F12 

BLASTX 

g2245108 

156 

2.0e-10 

46 

63 

(Z97343) EREBP-4 homolog [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



193000 

8212JL.R1039 
LIB3272-015-P1-K1-E6 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193001 

8215_1.R1039 

LIB3083-080-Q1-L1-G10 

BLASTX 

g3522956 

509 

1.0e-51 

154 
64 

(AC004411) putative pectinacetylesterase precursor 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193002 

8216JL.R1039 

LIB3083-080-Q1-L1-G12 

BLASTX 

g3482933 

579 

4.0e-61 
151 
73 

(AC003970) 
thaliana] 



Similar to cdc2 protein kinases [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



193003 

8217_1.R1039 

LIB3083-080-Q1-L1-G2 

BLASTX 

g2347199 



25879 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-mast EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
- % identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



1294 

1.0e-143 

406 
63 

(AC002338) protein kinase isolog [Arabidopsis thaliana] 
193004 

8218JL.R1039 

g5045343 

BLASTN 

g3395421 

34 

7.0e-09 

77 

88 

Arabidopsis thaliana chromosome II BAC T19C21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

193005 

8219JL.R1039 

LIB3120-028-Q1-K1-C8 

BLASTX 

g4432855 

418 

4.0e-41 

131 

68 

(AC006300) unknown protein [Arabidopsis thaliana] 
193006 

8221JL.R1039 

uC-gsronu33Bl 63c02b2 

BLASTX 

g2828296 

1864 

0.0e+00 

437 

58 

(AL021687) RNase L inhibitor [Arabidopsis thaliana] 
193007 

8221_2.R1039 

LIB3135-028-Q1-K1-D10 

BLASTX 

g2828296 

430 

3.0e-42 

93 

59 

(AL021687) RNase L inhibitor [Arabidopsis thaliana] 
193008 

8224_1.R1039 

uC-gs'flnu33B092d08bl 

BLASTX 

g3360289 

1315 



25880 



E value 


1.0e-145 


Match length 


380 


% identity 


66 


NCBI Description 


(AF023164 ) leucine-rich 




1 [Zea mays] 


Seq. No. 


193009 


Contig ID 


8225 1.R1039 


5 '-most EST 


LIB3166-043-P1-K1-H1 


Method 


BLASTX 


NCBI GI 


g4415942 


BLAST score 


453 


E value 


7 . Oe-49 


Match length 


171 


% identity 


63 


NCBI Description 


(AC006418) hypothetical 


Seq. No. 


193010 


Contig ID 


8226__1.R1039 


5' -most EST 


LIB3166-052-P1-K1-C6 


Seq. No. 


193011 


Contig ID 


8228_1.R1039 


5 1 -most EST 


uC-gsf lnu33B114e08bl 


Method 


BLASTX 


NCBI GI 


g629692 


BLAST score 


456 


E value 


2.0e-45 


Match length 


127 


% identity 


71 


NCBI Description 


hypothetical protein - < 




>gi | 506471 | emb | CAA56189 




[Nicotiana tabacum] 


Seq. No. 


193012 


Contig ID 


8231__1.R1039 


5' -most EST 


„C r\ a O O T O 

g5049o/o 


Method 


BLASTX 


NCBI GI 


g3868853 


BLAST score 


439 


E value 


5.0e-43 


Match length 


113 



common tobacco 

(X79794) unnamed protein product 



% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



72 

(AB013853) GPI-anchored protein [Vigna radiata] 
193013 

8232_1.R1039 
uC-gsronu33B150g06bl 

193014 

8237_1JR1039 

LIB3083-081-Q1-L1-A1 

BLASTX 

g2829894 

604 

1.0e-62 
181 



25881 




% identity 


65 


NCBI Description 


(AC002311) Unknown protein [Arabidopsis thaliana] 


Seq. No. 


193015 


Contig ID 


8238_1.R1039 


5' -most EST 


g5050529 


Method 


BLASTX 


NCBI GI 


g4220527 


BLAST score 


903 


E value 


3.0e-97 


Match length 


333 


% identity 


53 


NCBI Description 


(AL035356) putative protein [Arabidopsis thaliana] 


Seq. No. 


193016 


Contig ID 


8238_2.R1039 


5" -most EST 


LIB3197-002-P1-M1-D10 


Method 


BLASTX 


NCBI GI 


g4220527 


BLAST score 


185 


E value 


1.0e-13 


Match length 


54 


% identity 


67 


NCBI Description 


(AL035356) putative protein [Arabidopsis thaliana] 


Seq. No. 


193017 


Contig ID 


8239JL.R1039 


5" -most EST 


LIB3083-081-Q1-L1-A11 


Method 


BLASTX 


NCBI GI 


g3355470 


BLAST score 


431 


E value 


2.0e-42 


Match length 


124 


% identity 


68 


NCBI Description 


(AC004218) putative lysophospholipase [Arabidopsis 




thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193018 

8241_1.R1039 

uC-gsflnu33B031f05bl 

BLASTX 

g4097569 

148 

2.0e-09 

36 

78 

(U64 915) GMFP4 [Glycine max] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



193019 

8242_1.R1039 

uC-gsronu33B019a06bl 

BLASTX 

g4454026 

399 

3.0e-44 

151 

68 



25882 



NCBI Description (AL035394) phosphatase like protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 ! -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193020 

8244JL.R1039 

LIB3165-002-Q1-K1-B11 

BLASTX 

g4510345 

333 

1.0e-30 

168 > ■ 

43 

(AC006921) unknown protein [Arabidopsis thaliana] 
193021 

8248_1.R1039 

g5044700 

BLASTX 

g2384956 

203 

2.0e-15 

127 
40 

(AF022985) No definition line found [Caenorhabditis 
elegans] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193022 

8248_2.R1039 

LIB3120-045-P1-K1-B8 

BLASTX 

g2384956 

146 

3.0e-09 

112 

35 

(AF022985) No definition line found [Caenorhabditis 
elegans] 

193023 

8251JL.R1039 

LIB3083-081-Q1-L1-B11 

BLASTX 

g3402722 

488 

4.0e-49 

122 

76 

(AC004261) CPDK-related protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



193024 

8254JL.R1039 

g5047675 

BLASTX 

g4510345 

269 

2.0e-23 

130 

43 



25883 



NCBI Description (AC006921) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193025 

8255_1.R1039 

LIB3165-034-P1-K3-E8 

BLASTX 

g4033838 

731 

2.0e-77 

212 

52 

(Y18550) sigma-like factor [Arabidopsis thaliana] 



Seq, No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193026 

8262_1.R1039 

uC-gsflnu33B109a05bl 

BLASTX 

g4056420 

497 

7.0e-50 

176 

57 

(AC005322) ESTs gb|T144077 and gb|T43352 come from this 
gene. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193027 

8265_1.R1039 

LIB3272-028-P1-K1-B5 

BLASTX 

g2370312 

1459 

1.0e-162 

422 

67 

(AJ000995) 
(AF069507) 



DnaJ-like protein [Medicago sativa] >gi 13202020 
DnaJ-like protein MsJl [Medicago sativa] 



Seq. No. 

Contig ID 

5 ? -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193028 

8265_2.R1039 

uC-gsflnu33B009d02bl 

BLASTX 

g2984709 

168 

1.0e-ll 

71 

46 

(AF0534 68) Dna J- related protein 



ZMDJ1 [Zea mays] 



Seq. No. 
Contig ID 
5' -most EST 



193029 

8266JL.R1039 
LIB3197-022-Q1-M1-F10 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



193030 

8267_1.R1039 

LIB3197-004-P1-M1-A3 

BLASTX 

gl665817 



25884 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164 

7.0e-ll 

96 
35 

(D87466) Similar to S.cerevisiae hypothetical protein L3111 
(S59316) [Homo sapiens] 



Seq. No. 
Cohtig ID 
5 T -most EST 



193031 

8267_2.R1039 
LIB3166-028-P1-K1-A4 



Seq. No. 
Contig ID 
5 1 -most EST 



193032 

8268JL.R1039 
LIB3083-081-Q1-L1-C5 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193033 

8269J..R1039 

uC-gsronu33B129c06bl 

BLASTX 

g4545262 

159 

1.0e-10 
44 
64 

(AF118230) 
hirsutum] 



metallothionein-like protein [Gossypium 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193034 

8269_2.R1039 

LIB3166-047-P1-K1-H9 

BLASTX 

g4545262 

165 

2.0e-ll 
44 
66 

(AF118230) 
hirsutum] 



metallothionein-like protein [Gossypium 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193035 

8269_3.R1039 

LIB3148-059-Q1-K1-C2 

BLASTX 

g4545262 

163 

4.0e-ll 
43 
67 

(AF118230) 
hirsutum] 



metallothionein-like protein [Gossypium 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



193036 

8281_1.R1039 

LIB3272-007-P1-K1-F12 

BLASTX 

g4510363 

703 



25885 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-^4 " 
146 - 
89 

(AC007017) putative DNA-binding protein [Arabidopsis 
thaliana] 

193037 

8281_2.R1039 > 

uC-gsronu33B037a04bl 

BLASTX 

g4510363 

672 

1.0e-70 

137 

89 

(AC007017) putative DNA-binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



193038 

8282_1.R1039 

LIB3197-013-P1-M1-A4 

BLASTX 

g3582436 

1182 

1.0e-130 

315 

70 

(AB017502) beta-D-glucan exohydrolase [Nicotiana tabacum] 
193039 

8283_1.R1039 

uC-gsronu33B018d05bl 

BLASTX 

g4098129 

1340 

1.0e-148 

318 

79 

(U73588) sucrose synthase [Gossypium hirsutum] 
193040 

8285_1.R1039 

uC-gsf ImaxxaO 4 OdO 8bl 

BLASTX 

g3983665 

501 

8.0e-51 

127 

77 

(AB011271) importin-beta2 [Oryza sativa] 
193041 

8286JL.R1039 

LIB3149-046-Q1-K1-G10 

BLASTX 

g2832623 

388 



25886 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-37 

111 

65 

(AL021711) 
tha liana] 



protein kinase - like protein [Arabidopsis 



193042 

8288_1.R1039 

LIB3145-038-Q1-K1-G6 

BLASTX 

g4406763 

202 

2.0e-15 

150 

37 

(AC006836) unknown protein [Arabidopsis thaliana] 
193043 

8294_1.R1039 

LIB3083-081-Q1-L1-E7 

BLASTX 

gl946355 

280 

1.0e-24 

193 
35 

(U93215) maize transposon MuDR mudrA protein isolog 
[Arabidopsis thaliana] >gi 1 2880040 (AC002340) maize 
transposon MuDR mudrA-like protein [Arabidopsis thaliana] 



Seq. No. 


193044 


Contig ID 


8297 1.R1039 


5 1 -most EST 


uC-gsronu33B011a!0bl 


Method 


BLASTX 


NCBI GI 


g3927830 


BLAST score 


629 


E value 


1.0e-65 


Match length 


230 


% identity 


45 


NCBI Description 


(AC005727) hypothetical protein 


Seq. No. 


193045 


Contig ID 


8299 1.R1039 


5' -most EST 


LIB3083-081-Q1-L1-F11 


Seq. No. 


193046 


Contig ID 


8300 1.R1039 


5' -most EST 


LIB3272-020-P1-K1-C1 


Method 


BLASTN 


NCBI GI 


g3033373 


BLAST score 


45 


E value 


1.0e-15 


Match length 


363 


% identity 


87 


NCBI Description 


Arabidopsis thaliana chromosome 



sequence, complete sequence [Arabidopsis thaliana] 



25887 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193047 

8306J..R1039 

LIB3135-011-Q1-K1-D5 

BLASTX 

g3335350 

313 

3.0e-28 
242 

33" 

(AC004512) Similar to gb|Z84386 anthranilate 
N-hydroxycinnamoyl/benzoyltransf erase from Dianthus 
caryophyllus . [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193048 

8312_1.R1039 

uC-gsronu33B037a06bl 

BLASTX 

g2144270 

248 

1.0e-21 

81 

68 

trans-cinnamate 4-monooxygenase (EC 1.14.13.11) B - Populus 
kitakamiensis (fragment) >gi I 1777371 | dbj | BAA11577 | (D82813) 
cinnamic acid 4-hydroxylase [Populus kitakamiensis] 



Seq. No. 


193049 


Contig ID 


8314 1.R1039 


5 '-most EST 


LIB3147-057-Q1-K1-D2 


Method 


BLASTX 


NCBI GI 


g2605932 


BLAST score 


596 


E value 


1.0e-61 


Match length 


145 


% identity 


81 


NCBI Description 


(AF029898) aspartate aminotransferase 


Seq. No. 


193050 


Contig ID 


8315 1.R1039 


5' -most EST 


LIB3083-081-Q1-L1-G5 


Method 


BLASTX 


NCBI GI 


g2950210 


BLAST score 


324 


E value 


4.0e-30 


Match length 


87 


% identity 


76 


NCBI Description 


(Y14615) Importin alpha-like protein 


Seq. No. 


193051 


Contig ID 


8324 1.R1039 


5' -most EST 


g5046588 


Method 


BLASTX 


NCBI GI 


g2213628 


BLAST score 


281 


E value 


3.0e-26 


Match length 


269 


% identity 


35 



25888 



NCBI Description (AC000103) F21J9.20 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193052 

8336_1.R1039 

LIB3165-018-P1-K1-F8 

BLASTX 

g3176072 

1377 

1.0e-153 

277 

91 

(AJ002485) protein phosphatase 1, catalytic beta subumt 
[Medicago sativa] 

193053 

8339JL.R1039 

g5045771 

BLASTX 

g2880042 

354 

2.0e-33 

168 

46 

(AC002340) putative 3-hydroxyisobutyryl- coenzyme A 
hydrolase [Arabidopsis thaliana] 

193054 

8340_1.R1039 

g5045156 

BLASTX 

g2494320 

414 

2.0e-40 

92 

88 

EUKARYOTIC TRANSLATION INITIATION FACTOR 5 (EIF-5) 
>gi|1806575|emb|CAA67868| (X99517) Eukaryotic initiation 
factor-5 [Zea mays] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193055 

8340_2.R1039 

g5047453 

BLASTX 

g4160402 

1027 

1.0e-112 

352 

63 

(AJ132240) eukaryotic translation initiation factor 5 
mays] 



[Zea 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



193056 

8344J..R1039 

LIB3083-082-Q1-L1-B3 

BLASTX 

g4490737 

430 



25889 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 



# • 

2.0e-42 

166 

30 

(AL035708) putative protein [Arabidopsis thaliana] 
193057 

8344_2.R1039 

uC-gsronu33B139e07bl 

BLASTX 

g4490737 

341 

7.0e-32 

122 

60 

(AL035708) putative protein [Arabidopsis thaliana] 
193058 

8344_3.R1039 

LIB3145-045-Q1-K1-G1 

BLASTX 

g4490737 

310 

2.0e-28 

87 

72 

(AL035708) putative protein [Arabidopsis thaliana] 
193059 

8346_1.R1039 
uC-gsronu33B062ellbl 

193060 

8353JL.R1039 

LIB3083-082-Q1-L1-C12 

BLASTX 

g3367571 

242 

2.0e-20 

62 

69 

(AL031135) putative protein [Arabidopsis thaliana] 



193061 

8355_1.R1039 

g5044930 

BLASTX 

g2467274 

266 

6.0e-23 

116 

52 

(Z99759) rna binding protein 
193062 

8361_1.R1039 

LIB3083-082-Q1-L1-D1 

BLASTX 



[Schizosaccharomyces pombe] 



25890 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl351595 
157 

2.0e-10 

70 

27 

HYPOTHETICAL 88.2 KD PROTEIN C4G8.03C IN CHROMOSOME I 
>gi|2130430|pir| IS62480 hypothetical protein SPAC4G8.03c 
fission yeast (Schizosaccharomyces pombe) 
>gi|1022348|emb|CAA91204| (Z56276) unknown 
[Schizosaccharomyces pombe] 



Seq. No. 
Contig ID 
5' -most EST 



193063 

8365_1.R1039 

uC-gsf lmaxxa038gllbl 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193064 

8367J..R1039 

LIB3083-082-Q1-L1-D5 

BLASTX 

g3860255 

193 

1.0e-14 

73 

62 

(AC005824) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193065 

8368_1.R1039 

g5049415 

BLASTX 

gl20669 

857 

4.0e-92 

198 

83 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 
>gi | 66014 | pir | | DEJMG glyceraldehyde-3-phosphate 
dehydrogenase (EC 1.2.1.12) - Magnolia liliiflora 
>gi|19566|emb|CAA42905| (X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193066 

8368_2.R1039 

g5045768 

BLASTX 

gl20669 

895 

1.0e-161 

331 

85 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE , CYTOSOLIC 
>gi| 66014 |pir | | DEJMG glyceraldehyde-3-phosphate 
dehydrogenase (EC 1.2.1.12) - Magnolia liliiflora 
>gi|19566|emb|CAA42905| (X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 



Seq. No. 



193067 



25891 



Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



8369J..R1039 

LIB3166-033-P1-K1-G1 

BLASTX 

g3461817 

288 

1.0e-25 

65 

82 

(AC004138) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193068 

8370JL.R1039 

g5047566 

BLASTX 

g4006914 

1576 

1.0e-176 

423 

71 

(Z99708) serine C-palmitoyltransf erase like protein 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193069 

8372J..R1039 

g5048498 

BLASTX 

g3142290 

814 

3.0e-87 

207 

80 

(AC002411) Contains similarity to gb|Z69902 from C. 
elegans. [Arabidopsis thaliana] 



Seq. No. 


193070 


Contig ID 


8373 1.R1039 


5' -most EST 


LIB3083-082-Q1-L1-E10 


Method 


BLASTX 


NCBI GI 


g4455275 


BLAST score 


184 


E value 


3.0e-13 


Match length 


223 


% identity 


21 


NCBI Description 


(AL035527) putative prot- 


Seq. No. 


193071 


Contig ID 


8377 1.R1039 


5 '-most EST 


LIB3196-028-P1-M1-F3 


Method 


BLASTX 


NCBI GI 


g2852449 


BLAST score 


765 


E value 


2.0e-81 


Match length 


202 


% identity 


77 


NCBI Description 


(D88207) protein kinase 



(AC002521) putative protein kinase [Arabidopsis thaliana] 



25892 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



193072 

8380JL.R1039 
LIB3148-012-Q1-K1-C12 

193073 

8381_1.R1039 

LIB3083-082-Q1-L1-E7 

BLASTX 

g3212865 

677 

2.0e-71 

160 

84 

(AC004005) unknown protein [Arabidopsis thaliana] 
193074 

8382_1.R1039 

LIB3083-082-Q1-L1-E8 

BLASTX 

g2914700 

1170 

1.0e-129 

240 
55 

(AC003974) tRNA-processing protein SEN3-like [Arabidopsis 
thaliana] 

193075 

8383JL.R1039 
uC-gsronu33B099a02bl 

193076 

8388_1.R1039 
LIB3165-038-Q1-K1-E4 

193077 

8389_1.R1039 

LIB3083-082-Q1-L1-F3 

BLASTX 

g2435518 

321 

2.0e-40 

119 

77 

(AF024504) contains similarity to C3HC4-type zinc fingers 
[Arabidopsis thaliana] 

193078 

8394J..R1039 
LIB3083-082-Q1-L1-F8 

193079 

8397_1.R1039 

LIB3145-024-Q1-K1-C1 

BLASTX 

g4262140 

298 



25893 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



9.0e-27 

111 

57 

(AC005275) putative C-type Ul snRNP [Arabidopsis thaliana] 
193080 

8399_1.R1039 

g5050403 

BLASTX 

gl871192 

746 

4.0e-79 

288 
62 

(U90439) Cys3His zinc finger protein isolog [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193081 

8400JL.R1039 

LIB3083-082-Q1-L1-G2 

BLASTX 

g2281115 

405 

2.0e-39 

175 
54 

(AC002330) 
thaliana] 



putative cullin-like 1 protein [Arabidopsis 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 f -most EST 



193082 

8406J..R1039 

LIB3166-010-P1-K1-H7 

BLASTX 

g!16923 

317 

4.0e-29 
187 

39 .~ 

COATOMER BETA SUBUNIT (BETA-COAT PROTEIN) (BETA-COP) 
>gi 1 111414 |pir| IS13520 beta-COP protein - rat 
>gi|55819|emb|CAA40505| (X57228) beta COP [Rattus 
norvegicus] 

193083 

8407_1.R1039 

g5047501 

BLASTX 

g2959324 

549 

4.0e-56 

128 

81 

(Y15224) Importin alpha-like protein [Arabidopsis thaliana] 
193084 

8427JL.R1039 
LIB3083-083-Q1-L1-A5 



25894 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g464987 

779 

5.0e-83 

148 

97 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 10 {UBIQUITIN-PROTEIN 
LIGASE 10) (UBIQUITIN CARRIER PROTEIN 10) 
>gi I 421858 Ipir | | S32672 ubiquitin — protein ligase (EC 
6.3.2.19) UBC10 - Arabidopsis thaliana 

>gi I 297878 | emb | CAA7 8715 | (Z14991) ubiquitin conjugating 
enzyme [Arabidopsis thaliana] >gi 1349213 (L00640) ubiquitin 
conjugating enzyme [Arabidopsis thaliana] 

193085 

8429JL.R1039 

g5047240 

BLASTX 

g441457 

787 

5.0e-84 

148 

98 

(X73419) ubiquitin conjugating enzyme E2 [Lycopersicon 
esculentum] 

193086 

8429_2.R1039 

LIB3146-041-Q1-K1-D4 

BLASTX 

g464987 

788 

4.0e-84 

148 

98 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 10 (UBIQUITIN-PROTEIN 
LIGASE 10) (UBIQUITIN CARRIER PROTEIN 10) 
>gi | 421858 Ipir || S32672 ubiquitin — protein ligase (EC 
6.3.2.19) UBC10 - Arabidopsis thaliana 

>gi I 297878 | emb | CAA78715 | (Z14991) ubiquitin conjugating 
enzyme [Arabidopsis thaliana] >gi 1349213 (L00640) ubiquitin 
conjugating enzyme [Arabidopsis thaliana] 

193087 

8429_3.R1039 

LIB3083-083-Q1-L1-A8 

BLASTN 

g297877 

187 

1.0e-100 

447 

85 

A. thaliana UBC10 mRNA for ubiquitin conjugating enzyme 
homolog >gi | 349212 | gb | L00640 IATHUBCC Arabidopsis thaliana 
ubiquitin conjugating enzyme mRNA, complete cds 



Seq. No. 



193088 



25895 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



8433_1.R1039 

LIB3197-054-Q1-M1-C5 

BLASTX 

g4406372 

1052 

1.0e-115 

259 
76 

(AF109156) 
glomerata] 



thiosulfate s.ulfurtransferase [Datisca 



193089 

8435JL.R1039 

LIB3083-083-Q1-L1-B2 

BLASTX 

gl839578 

2148 

0.0e+00 

635 

64 

vacuolar 
Sultana, 



invertase 1, GIN1 
berries. Peptide, 



[Vitis vinifera=grape berries, 
642 aa] 



193090 

8439JL.R1039 
g5044979 

193091 

8439_2.R1039 
LIB3189-044-P1-K1-A3 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193092 

8447_1.R1039 

uC-gsflmaxxa098fl2bl 

BLASTX 

g4006868 

278 

2.0e-24 

166 

40 

(Z99707) putative protein [Arabidopsis thaliana] 
193093 

8449_1.R1039 

g5049149 

BLASTX 

g2498982 

330 

2.0e-30 

129 

50 

TRANSCRIPTION INITIATION FACTOR TFIID 31 KD SUBUNIT 
{TAFII-31} (TAFII-32) (TAFII32) (NEURONAL CELL DEATH 
RELATED GENE IN NEURON -7} (DN-7) >gi| 1103900 (U40188) 
induced upon programmed cell death in neuronally 
differentiated PC12 cells [Rattus norvegicus] 



25896 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 



193094 

8454JL.R1039 

LIB3083-083-Q1-L1-D12 

BLASTX 

g3687389 

854 

5.0e-92 

189 

88 

(Y16124) putative cullin protein [Lycopersicon esculentum] 
193095 

8463JL.R1039 
LIB3083-109-Q1-L1-D2 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193096 

8465_1.R1039 

LIB3147-036-Q1-K1-D11 

BLASTX 

g3687243 

245 

2.0e-20 
61 
80 

(AC005169) 
thaliana] 



putative ribosomal protein [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193097 

84 65_2.R1039 

LIB3083-100-Q1-L1-A12 

BLASTX 

g3687243 

245 

9.0e-21 

61 

80 

(AC005169) putative ribosomal protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193098 

8468JL.R1039 

LIB3135-014-Q1-K1-E6 

BLASTX 

g3193287 

604 

1.0e-62 

150 
69 

(AF069298) Arabidopsis predicted protein of unknown 
function T10P11.19 (GB:AC002330) [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



193099 

8472_1.R1039 
g3326550 



Seq. No. 
Contig ID 



193100 

8479 1.R1039 



25897 



C 1 _tyi/-vo-|- TTQT 1 

D IuOST, JtiOl 


T TR^nP^-Dfl^-m -T.I -T4 

JuX-DOUOO UOJ ^1 XiX £ *i 


J*ie LIIUCL 




NCBI GI 


g3158474 


BLAST score 


1323 


E value 


± . ue x 4 d 


Lxia.ii.cri xengtn 


9fl9 


% identity 


on 


jnl-jdx uescripiixon 


\r\H U O / XO ft } ci^Uci|JUJL X.U 


beg. ino. 








3 IUOS t HjO 1 


T TR^T^ ^i — 09 8-01 —TCI — ftfi 

JjIDJI J J UjCO \^X I\X 




OXiriO 1 A 


WPRT (IT 


y t w x x (j 


BLAST score 


469 


E value 


4.0e-47 


Match length 


111 


% identity 


83 


NCBI Description 


WATER-STRESS INDUCED 



1 [Samanea saman] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



NOPLAST INTRINSIC PROTEIN (WSI-TIP) 
(TURGOR-RESPONSIVE PROTEIN 7A) >gi | 485511 1 pir | | S33617 
trg-31 protein - garden pea >gi | 20426 | emb | CAA79159 | 
(Z18288) trg-31 [Pisum sativum] 

193102 

8479_4.R1039 

uC-gsronu33B037gllbl 

BLASTX 

g3183640 

268 

3.0e-23 

52 
96 

(AJ005869) transmembrane channel protein [Cicer arietinum] 



193103 

8479_5.R1039 

LIB314 9-063-Q1-K1-A2 

BLASTX 

g2149955 

423 

2.0e-49 

139 

77 

(U97023) putative aquaporin-1 



[Phaseolus vulgaris] 



193104 

8482_1.R1039 

LIB3196-049-P1-M1-A4 

BLASTX 

g2493852 

291 

6. 0e-26 

63 

84 

CYTOCHROME C OXIDASE POLYPEPTIDE VC 

>gi 11070356 | emb ICAA92107I (Z68091) cytochrome c oxidase, Vc 
subunit [Hordeum vulgare] 



25898 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193105 

8486_1.R1039 

g5050102 

BLASTX 

g4371295 

502 

2. 0e-50 

127 

79 

(AC006260) putative CCAAT-binding transcription factor 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



193106 

8487_1.R1039 
LIB3166-050-P1-K1-E11 



Seq. No. 
Contig ID 
5' -most EST 



193107 

8489JL.R1039 
uC-gsflnu33B071g02bl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193108 

8491JL.R1039 

g5047125 

BLASTX 

g98837 

200 

4.0e-15 

123 
37 

enantiomer-selective amidase - Rhodococcus sp >gi 1152052 
(M74531) enantiomerase-selective amidase [Rhodococcus sp.] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193109 

8502JL.R1039 

g3326588 

BLASTX 

g3928084 

1125 

1.0e-123 

390 

58 

(AC005770) retrotransposon-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193110 

8506_1.R1039 

LIB3189-007-P1-K1-D1 

BLASTX 

g2702272 

693 

1.0e-94 

333 

23 

(AC003033) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



193111 



25899 



Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Contig ID 
5' -most EST 



8521JL.R1039 

LIB3083-087-Q1-L1-A6 

BLASTX 

g2388689 

701 

3.0e-74 

154 

86 

(AF016633) GH1 protein [Glycine max] 
193112 

8527_1.R1039 
LIB3197-012-P1-M1-E12 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193113 

8533_1.R1039 
uC-gsronu33B134hl0bl 

193114 

8552_1.R1039 

LIB3083-087-Q1-L1-E9 

BLASTX 

g2564112 

537 

1.0e-54 

231 
46 

(AF000371) UDP glucose : flavonoid 3-o-glucosyltransf erase 
[Vitis vinifera] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193115 

8555_1.R1039 

LIB3083-087-Q1-L1-F4 

BLASTX 

g3367523 

405 

1.0e-39 

117 

64 

(AC004392) ESTs gb|AA728658 and gb|N95943 come from this 
gene. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



193116 

8556JL.R1039 

LIB3166-014-P1-K1 

BLASTX 

g3193316 

306 

1.0e-27 

139 

53 

(AF069299) 
epimerases 



-G8 



contains similarity to nucleotide sugar 
[Arabidopsis thaliana] 



193117 

8557JUR1039 
g5049736 



25900 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4325367 

201 

3.0e-15 

101 
49 

(AF128396) contains similarity to Nicotiana tabacum B-type 
cyclin (GB:D50737) [Arabidopsis thaliana] 

193118 

8559JL.R1039 

LIB3083-090-Q1-L1-A3 

BLASTX 

g2160156 

581 

4.0e-60 

156 

67 

(AC000132) Strong similarity to S. pombe leucyl-tRNA 
synthetase {gb| 273100). [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



193119 

8575JL.R1039 

LIB3196-029-P1-M1-B6 

BLASTX 

g4530585 

357 

1.0e-33 

85 
74 

(AF130978) B12D protein [Ipomoea batatas] 
193120 

8575_2.R1039 
LIB3147-009-Q1-K1-G1 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193121 

8575_3.R1039 

LIB3148-055-Q1-K1-B8 

BLASTX 

g4530585 

109 

5.0e-ll 

86 
47 

(AF130978) B12D protein [Ipomoea batatas] 
193122 

8578_1.R1039 

uC-gsronu33B167e04bl 

BLASTX 

gll72872 

1400 

1.0e-155 

331 

79 

CYSTEINE PROTEINASE RD19A PRECURSOR >gi | 541856 I pir I IJN0718 



25901 




drought-inducible cysteine proteinase (EC 3.4.22.-) RD19A 
precursor - Arabidopsis thaliana >gi I 435618 | dbj I BAA02373 | 
(D13042) thiol protease [Arabidopsis thaliana] 
>gi | 4539328 | emb | CAB38829. 1 | (AL035679) drought-inducible 
cysteine proteinase RD19A precursor [Arabidopsis thaliana] 



193123 

8578_2.R1039 
LIB3165-048-Q1-K1-H2 
BLASTX 
gll72872 
310 

2.0e-28 
132 
56 

CYSTEINE PROTEINASE RD19A PRECURSOR >gi | 541856 | pir | | JN0718 
drought-inducible cysteine proteinase (EC 3.4.22.-) RD19A 
precursor - Arabidopsis thaliana >gi I 435618 I dbj | BAA02373 | 
(D13042) thiol protease [Arabidopsis thaliana] 
>gi | 4539328 | emb | CAB38829. 1 1 (AL035679) drought-inducible 
cysteine proteinase RD19A precursor [Arabidopsis thaliana] 

Seq. No. 193124 

Contig ID 8588_1 .R1039 

5" -most EST g5048493 

Method BLASTX 

NCBI GI g3172538 

BLAST score 820 

E value 6.0e-88 

Match length 225 

% identity 74 t 
NCBI Description (AF067789) t SNARE AtTLG2p [Arabidopsis thaliana] 

Seq. No. 193125 

Contig ID 8588_2.R1039 

5' -most EST uC-gsf lnu33B090c03bl 

Method BLASTX 

NCBI GI g3172538 ^ 

BLAST score 436 

E value 7.0e-43 

Match length 108 

% identity 78 

NCBI Description (AF067789) t SNARE AtTLG2p [Arabidopsis thaliana] 

Seq. No. 193126 

Contig ID 8593JL.R1039 

S'-most EST LIB3147-050-Q1-K1-F4 

Method BLASTX 

NCBI GI gl871195 

BLAST score 601 

E value 1.0e-109 

Match length 306 

% identity 61 

NCBI Description (U90439) Ca++ dependent protein kinase isolog [Arabidopsis 
thaliana] >gi 1 2335093 (AC002339) putative calcium-dependent 
protein kinase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



25902 



Seq. No. 193127 

Contig ID 8600_1.R1039 

5' -most EST LIB3083-088-Q1-L1-D6 

Method BLASTX 

NCBI GI g3367522 

BLAST score 538 

E value 8.0e-55 

Match length 200 

% identity 54 

NCBI Description (AC004392) EST gb|T04691 comes from this gene. [Arabidopsis 
thaliana] 

Seq. No. 193128 

Contig ID 8607_1.RI039 

5 '-most EST LIB3197-026-Q1-M1-B7 

Method BLASTX 

NCBI GI g4150963 

BLAST score 280 

E value 1.0e-24 

Match length 171 

% identity 39 

NCBI Description {Y18620) DsPTPl protein [Arabidopsis thaliana] 

Seq. No. 193129 

Contig ID 8608_1.R1039 

5' -most EST LIB3147-011-Q1-K1-E6 

Method BLASTX 

NCBI GI g3309243 

BLAST score 745 

E value 4.0e-79 

Match length 169 

% identity 84 

NCBI Description (AF073507) aconitase-iron regulated protein 1 [Citrus 
limon] 

Seq. No. 193130 

Contig ID 8608_2.R1039 

5' -most EST g5048653 

Method BLASTX 

NCBI GI g3309243 
BLAST score 935 
E value 1.0e-101 
Match length 193 
% identity 91 

NCBI Description (AF073507) aconitase-iron regulated protein 1 [Citrus 
limon] 

Seq. No. 193131 

Contig ID 8619JL.R1039 

5' -most EST uC-gsf lnu33B143b03bl 

Method BLASTX 

NCBI GI g2506496 

BLAST score 691 

E value 1.0e-72 

Match length 210 

% identity 64 

NCBI Description GLUTATHIONE S- TRANSFERASE ERD11 (CLASS PHI) 



25903 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



>gi|1890156|emb|CAA72413| (Y11727) gluthatione 
S-transferase [Arabidopsis thaliana] 

193132 

8620JL.R1039 

LIB3135-044-Q1-K1-F3 

BLASTX 

gl710807 ^ 

1707 

0.0e+00 

414 

84 

RUBISCO SUBUNIT BINDING- PROTEIN ALPHA SUBUNIT PRECURSOR (60 
KD CHAPERONIN ALPHA SUBUNIT) (CPN-60 ALPHA) >gi 11185390 
(U21105) alphacpn60 [Pisum sativum] 

193133 

8623JL.R1039 

LIB3197-027-Q1-M1-E11 

BLASTX 

g3551954 

204 

9.0e-16 

95 

41 

(AF082030) senescence-associated protein 5 [Hemerocallis 
hybrid cultivar] 

193134 

8626_1.R1039 

LIB3083-091-Q1-L1-G10 

BLASTX 

g418904 

635 

3.0e-66 

199 

69 

heat shock protein 83 - Arabidopsis thaliana >gi 1166770 
(M62984) heat shock protein 83 [Arabidopsis thaliana] 

193135 

8627_1.R1039 

uC-gsronu33B141e01bl 

BLASTX 

g2879811 

519 

1.0e-52 

101 

95 

(AJ223316) ribosomal protein L30 [Lupinus luteus] 
193136 

8627_2.R1039 

LIB3165-058-P1-K1-F3 

BLASTX 

g2879811 

516 



25904 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-52 

101 

94 

(AJ223316) ribosomal protein L30 [Lupinus luteus] 
193137 

8627_4.R1039 

LIB3196-020-P1-M1-C4 

BLASTX 

g4115933 

381 

1.0e-36 

122 
71 

(AF118223) contains similarity to human RNA polymerase II 
complex component SRB7 (GB:U52960) [Arabidopsis thaliana] 



Seq, No. 


193138 






Contig ID 


8636 1.R1039 






5 '-most EST 


LIB3272-009-P1-K1-G1 






Method 


BLASTX 






NCBI GI 


g4220518 






BLAST score 


483 






E value 


3.0e-48 






Match length 


203 






% identity 


48 








(AL035356) hypothetical protein 


Seq. No. 


193139 






Contig ID 


8636 2.R1039 






5' -most EST 


LIB3145-023-Q1-K1-G5 






Method 


BLASTX 






NCBI GI 


gl350956 






BLAST score 


550 






E value 


4.0e-56 






Match length 


117 






% identity 


93 






NCBI Description 


4 OS RIBOSOMAL PROTEIN 


S20 


(S22) 


Seq. No. 


193140 






Contig ID 


8636 3.R1039 






5 '-most EST 


uC-gsflnu33B115bl0bl 






Method 


BLASTX 






NCBI GI 


gl350956 






BLAST score 


550 






E value 


3.0e-56 






Match length 


117 






% identity 


93 






NCBI Description 


40S RIBOSOMAL PROTEIN 


S20 


(S22) 


Seq. No. 


193141 






Contig ID 


8636 5.R1039 






5' -most EST 


LIB3189-023-P1-K1-E2 






Method 


BLASTX 






NCBI GI 


gl350956 






BLAST score 


483 






E value 


1.0e-4 8 







25905 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 
94 

40S RIBOSOMAL PROTEIN S20 (S22) 
193142 

8637_1.R1039 

LIB3197-054-Q1-M1-E12 

BLASTX 

gl345965 

1018 

l.Oe-111 

246 

84 

FLORAL HOMEOTIC PROTEIN FBP2 (FLORAL BINDING PROTEIN 2) 
>gi | 1181186 (M91666) transcription factor [Petunia hybrida] 

193143 

8640_1.R1039 

g5046350 

BLASTX 

g3023751 

194 

2.0e-14 

121 

36 

70 KD PEPTIDYLPROLYL ISOMERASE ( PEPTIDYLPROLYL CIS-TRANS 
ISOMERASE) (CYCLOPHILIN) (PPIASE) >gi I 1076772 | pir | | S55383 
peptidylprolyl isomerase (EC 5.2.1.8) - wheat 
>gi| 854626 |emb|CAA60505| (X86903) peptidylprolyl isomerase 
[Triticum aestivum] 

193144 

8640_2.R1039 
LIB3166-040-P1-K1-D8 

193145 

8643_1.R1039 

uC-gsronu33B110dllbl 

BLASTX 

g3668086 

638 

2.0e-66 

216 

60 

(AC004667) unknown protein [Arabidopsis thaliana] 
193146 

8643_2.R1039 

LIB3145-002-P1-K1-A11 

BLASTX 

g3668086 

353 

6.0e-35 

125 

64 

(AC004667) unknown protein [Arabidopsis thaliana] 



25906 



Seq. No. 


193147 


Contig ID 


8649 1.R1039 


5 '-most EST 


g5046825 


Method 


BLASTX 


NCBI GI 


g3582436 


BLAST score 


826 


E value 


1 . Oe-88 


Match length 


203 


% identity 


78 


NCBI Description 


(AB017502) beta-D-glucan exohydrolase [Nicotiana tabacum] 


Seq. No. 


193148 


Contig ID 


8656 1.R1039 


5' -most EST 


LIB3083-089-Q1-L1-D8 


Seq. No. 


193149 


Contig ID 


8665 1.R1039 


5 T -most EST 


LIB3083-089-Q1-L1-F11 


Seq. No. 


193150 


Contig ID 


8691_1.R1039 


5' -most EST 


g5045992 


Method 


BLASTX 


NCBI GI 


gl408471 


BLAST score 


630 


E value 


2.0e-65 


Match length 


139 


% identity 


84 


NCBI Description 


(U48938) actin depolymerizing factor 1 [Arabidopsis 


thaliana] >gi 13851707 (AF102173) actin depolymerizing 




factor 1 [Arabidopsis thaliana] 


Seq. No. 


193151 


Contig ID 


8691_2.R1039 


5 '-most EST 


LIB3083-101-Q1-L1-E4 


Method 


BLASTX 


NCBI GI 


gl408471 


BLAST score 


633 


E value 


5.0e-66 


Match length 


139 


% identity 


86 


NCBI Description 


(U48938) actxn depolymerizing factor i [AraDiaopsis 


thaliana] >gi 1 3851707 (AF102173) actin depolymerizing 




factor 1 [Arabidopsis thaliana] 


Seq. No. 


193152 


Contig ID 


8700_1.R1039 


5' -most EST 


g5048857 


Method 


BLASTX 


NCBI GI 


g3953458 


BLAST score 


1020 


E value 


1 . Ue-lll 


Match length 


237 


% identity 


88 


NCBI Description 


(AC002328) F20N2.3 [Arabidopsis thaliana] 


Seq. No. 


193153 



25907 



Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



8701JL.R1039 

LIB3189-052-P1-K1-C12 

BLASTX 

g3193303 

417 

7.0e-41 

124 
61 

(AFO 69298) similar to several proteins containing a tandem 
repeat region such as Plasmodium falciparum GGM tandem 
repeat protein (GB:U27807); partial CDS [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



193154 

8702_1.R1039 
LIB3083-090-Q1-L1-B8 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193155 

8704_1.R1039 

LIB3166-045-P1-K1-H8 

BLASTX 

g4193388 

743 

8.0e-79 

168 

85 

(AF091455) translationally controlled tumor protein 
brasiliensis] 



[Hevea 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193156 

8713_2.R1039 

LIB3197-037-Q1-M1-A9 

BLASTX 

g4006848 

347 

8.0e-33 

89 

76 

(AJ131433) selenocysteine methyltransf erase 
bisulcatus] 



[Astragalus 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193157 

8718JL.R1039 

g5048264 

BLASTX 

g2244816 

254 

1.0e-21 

91 

67 

(Z97336) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



193158 

8719JL.R1039 

LIB3147-027-Q1-K1-B6 

BLASTX 

g4539327 



25908 




BLAST score 


392 


E value 


5 . Oe-38 


Match length 


130 


% identity 


63 


NCBI Description 


(AL035679) putative proton pump [Arabidopsis thaliana] 


Seq. No. 


193159 


Contig ID 


8720 1.R1039 


5' -most EST 


g3326558 


Method 


BLASTX 


NCBI GI 


g2149640 


BLAST score 


1396 


E value 


1.0e-155 


Match length 


317 


% identity 


84 


NCBI Description 


(U91995) Argonaute protein [Arabidopsis thaliana] 


Seq. No. 


193160 


Contig ID 


8731_1 .R1039 


5' -most EST 


g3326294 


Method 


BLASTX 


NCBI GI 


gl707017 


BLAST score 


639 


E value 


4 ,0e-85 


Match length 


173 


% identity 


90 


NCBI Description 


(U78721) RNA helicase isolog [Arabidopsis thaliana] 


Seq. No. 


193161 


Contig ID 


8731_2.R1039 


5' -most EST 


LIB3197-045-Q1-M1-H7 


Method 


BLASTX 


NCBI GI 


gl707017 


BLAST score 


551 


E value 


5 . 0e-71 


Match length 


153 


% identity 


87 


NCBI Description 


(U78721) RNA helicase isolog [Arabidopsis thaliana] 


Seq. No. 


193162 


Contig ID 


8748_1.R1039 


5 T -most EST 


LIB3083-090-Q1-L1-H1 


Method 


BLASTN 


NCBI GI 


g4159700 


BLAST score 


50 


E value 


9.0e-19 


Match length 


421 


% identity 


80 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 


K1L20, complete sequence [Arabidopsis thaliana] 


Seq. No. 


193163 


Contig ID 


8750 1.R1039 


5 f -most EST 


LIB3083-090-Q1-L1-H12 


Method 


BLASTX 


NCBI GI 


g4455174 


BLAST score 


323 



25909 




E value 


i . ue-ji 




Match length 


i oo 

128 




% identity 




[riX aJJlUUpblo Liia.X-La.iia. j 


NCBI Description 


(ALOooozl) putative protein 


Seq. No. 


iyjlb4 




Contig ID 


O T C A O r>1 AOQ 




5 -most EST 


uu gsronujjDi d j?cvj ojj j. 




Method 


BLASTX 




NCBI GI 


g3650030 




BLAST score 


275 




E value 


o . ue-zo 




Match length 


ilz 




% identity 


59 


[Arabidopsis thaliana] 


NCBI Description 


(AC005396) unknown protein 


Seq. No. 


193165 




Contig ID 


-8768 1.R1039 




5' -most EST 


LIB3083-091-Q1-L1-B5 




Seq. No. 


19.3100 




Contig ID 


8776 1.R1039 




5* -most EST 


uC~gsf Imaxxa045hl2bl 




Seq. No. 


193167 




Contig ID 


8778_1.R1039 




5 '-most EST 


T TDUAOO Am A1 T 1 TP 1 

LIB30o3-Uyi-UI-Ll-bl 




Method 


BLASTX 




NCBI GI 


g4567251 




BLAST score 


546 




E value 


1 . Ue-oo 




Match length 


i a a 

129 




% identity 


73 


[AraDlQOpSIS Lndllallaj 


NCBI Description 


(AC007070) unknown protein 


Seq. No. 


193168 




Contig ID 


8783_1 . R1039 




5' -most EST 


t td"3 1 aco rsl —VI —CO 
LIBoloO-UDo-yi-Jxl-iaZ 




Method 


BLASTX 




NCBI GI 


g2853081 




BLAST score 


424 




E value 


1.0e-41 




Match length 


115 




% identity 


69 




NCBI Description 


(AL021768) ATP binding protein - like [Arabidopsis 




thaliana] 




Seq. No. 


193169 




Contig ID 


8790 1.R1039 




o -most i 


uC-gsflmaxxa098c04bl 




Method 


BLASTX 




NCBI GI 


g2351378 




BLAST score 


328 




E value 


8.0e-38 




Match length 


327 





% identity 37 

NCBI Description (U54558) translation initiation factor eIF3 p66 subumt 



25910 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq- No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



[Homo sapiens] >gi I 4200328 | emb | CAA18440 | (AL022313) 
EIF3-P66 [Homo sapiens] 

>gi | 4503523 | ref | NP_003744 . 1 1 pEIF3S7 | UNKNOWN 
193170 

8791JL.R1039 

g5049018 

BLASTX 

g4008006 

569 

1.0e-58 

176 

65 

(AF084034) receptor-like protein kinase [Arabidopsis 
thaliana] 

193171 

8792JL.R1039 

LIB3145-035-Q1-K1-B7 

BLASTX 

g2244970 

1387 

1.0e-154 

332 

74 

(Z97340) hypothetical protein [Arabidopsis thaliana] 
>gi|2326365|emb|CAA74765| (Y14423) putative cell wall 
protein [Arabidopsis thaliana] 

193172 

8795_1.R1039 

LIB3197-026-Q1-M1-B12 

BLASTX 

g485742 

523 

2.0e-53 

110 

93 

(L32791) pyrophosphatase [Beta vulgaris] 
193173 

8804JL.R1039 
LIB3083-092-Q1-L1-A12 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193174 

8806JL.R1039 

uC-gs f lnu33B14 IdO Ibl 

BLASTX 

g!23544 

507 

2.0e-51 

144 

67 

18.5 KD CLASS I HEAT SHOCK PROTEIN (HSP 18.5) 

181788 |pir| IS00646 heat shock protein 18.5-C - soybean 



>gi! 



>gi | 18654 | emb | CAA30154 | 
161) [Glycine max] 



(X07160) hspl8.5-C protein (AA 1 



25911 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



193175 

8810_1.R1039 

g5049313 

BLASTX 

g3882183 

266 

2.0e-46 

186 

38 

(AB018274) KIAA0731 protein [Homo sapiens] 
193176 

8815_1.R1039 

uC-gsflnu33B135c03bl 

BLASTX 

gll73234 

327 

4.0e-30 

72 

89 

40S RIBOSOMAL PROTEIN S25 >gi I 481909 1 pir | | S40089 ribosomal 
protein S25 - tomato >gi I 435679 | emb I CAA54132 I (X76714) 
ribosomal protein S25 [Lycopersicon esculentum] 
>gi 1 1584836 Iprf | I2123431A ribosomal protein S25 
[Lycopersicon esculentum] 

193177 

8832JL.R1039 

LIB3083-092-Q1-L1-F7 

BLASTX 

g3925363 

522 

1.0e-54 

152 

81 

(AF067961) homeodomain protein [Malus domes tica] 
193178 

8839_1.R1039 

uC-gsflmaxxa057g05bl 

BLASTX 

g2982243 

406 

2.0e-39 

155 

52 

(AF051204) hypothetical protein [Picea mariana] 
193179 

8843_1.R1039 

LIB3189-028-P1-K1-G9 

BLASTX 

g2431771 

251 

3.0e-21 
113 



25912 



% identity 


48 


NCBI Description 


(U62753) acidic ribosomal protein P2b [Zea mays] 


beq. No. 


1 Q^T Q n 

lyjiou 


Contig ID 




o -most EST 


LlDjl4o"UjU~yi~J\l n / 


Seq. No. 


1 Q"31 Q 1 


Contig ID 


oo4o o.Kiujy 


o — most, hibi 


t tu^Tqq-hi ^— pi — 'K'l — irfl 

LIdjIO j U1j rl JaX EjO 


Method 


OltAo 1 A 


NCBI GI 


g2431771 


BLAST score 


246 


E value 


/ • ue z i 


Match length 




% identity 


4 o 


NCBI Description 


tUDz/ooj aciaic riDosomai protein rzo L^sd iaciy&j 


Seq. No. 




Contig ID 




o -most hjbi 


T TQ^I ^1^-099-01 — T^l — IT*3 
JjltSOl4 0 UZZ ^1 S\± — C o 


Method 


BliAblA 


NCBI GI 


g2335096 


BLAST score 


199 


E value 


o . ue-io 


Match length 


O A O 

zuy 


% identity 


28 


NCBI Description 


(AC002339) hypothetical protein LAraoiaopsis tnananaj 


Seq. No. 


193183 


Contig ID 


8848 1.R1039 


C 1 _ _ _ 4_ "Com 

d -most EST 


T TDQAQT-I 1 A _Pi1 _T T — TT1 fi 
lilbOUO O — 114 — yi Ial~r 1U 


Method 


BLASTX 


NCBI GI 


g4567304 


BLAST score 


399 


E value 


l . ue- jo 


Match length 


lol 


-s identity 


A R 

43 


NCBI Description 


(AC00595o) unknown protein LAraoiaopsis rnaiianaj 


Seq. No. 


193184 


Contig ID 


8853 1.R1Q39 


b -most Ebi 


uu~ gsrimaxxauyugu jdi 


Method 




NCBI GI 


gll72977 


BLAST score 


862 


E value 


8.0e-93 


Match length 


lb / 


% identity 


87 


NCBI Description 


bub KlnUbUMAL rKUilijliM lilo >gi|ioUoy/U ^UlO/41; cy u up lei b nut- 




ribosomal protein L18 [Arabidopsis thaliana] 


Seq. No. 


193185 


Contig ID 


8853 2.R1039 


5 '-most EST 


uC-gsflnu33B026fl0bl 


Method 


BLASTX 


NCBI GI ; 


gl!72977 



25913 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



561 

1.0e-57 

139 

77 

60S RIBOSOMAL PROTEIN L18 >gi I 606970 (U15741) cytoplasmic 
ribosomal protein L18 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193186 

8854JL.R1039 

uC-gsronu33B031al2bl 

BLASTX 

g4006876 

342 

1.0e-31 

272 
38 

(Z99707) hypothetical protein 



[Arabidopsis thaliana] 



Seq. No. 


193187 




Contig ID 


8859 1.R1039 




5 T -most EST 


uC-gsflmaxxa039dl2bl 


Method 


BLASTX 




NCBI GI 


g730456 




BLAST score 


577 




E value 


2.0e-59 




Match length 


140 




% identity 


75 




NCBI Description 


4 OS RIBOSOMAL 


PROTEIN 


Seq. No. 


193188 




Contig ID 


8859 2.R1039 




5 '-most EST 


g5045481 




Method 


BLASTX 




NCBI GI 


g730456 




BLAST score 


595 




E value 


1.0e-61 




Match length 


140 




% identity 


77 




NCBI Description 


4 OS RIBOSOMAL 


PROTEIN 


Seq. No. 


193189 




Contig ID 


8859 3.R1039 




5 '-most EST 


g5048642 




Method 


BLASTX 




NCBI GI 


g730456 




BLAST score 


593 




E value 


3.0e-61 




Match length 


140 




% identity 


76 




NCBI Description 


40S RIBOSOMAL 


PROTEIN 


Seq. No. 


193190 




Contig ID 


8859 4.R1039 




5 f -most EST 


LIB3146-028-Q1-K1-A7 


Method 


BLASTX 




NCBI GI 


g730456 




BLAST score 


593 





25914 



E value 


o . ue-bi 




Match length 






% identity 


76 




NCBI Description 


40S RIBOSOMAL PROTEIN S19 




Seq. No. 






Contig ID 


8861 1.R1039 




5' -most EST 


LIB314 9-057-Q1-K1-C7 




Seq. No. 


193192 




Contig ID 


8862 1.R1U39 




5' -most EST 


g3326817 




Seq. No. 


"1 fill a o 

193193 




Contig ID 


88oo 1.R1039 




5 -most EST 


t TTaQfiQ^ — i on-r\1 — T 1 — TT1 
LilbJUo o-JL^.U-yi-ljl £ X 




Method 


BLASTX 




NCBI GI 


g3953463 




BLAST score 


2*62 




E value 


A. A /-v OO 

9 . ue-23 




Match length 


n a 
99 




% identity 


48 


tnanana j 


NCBI Description 


(AC002328) F20N2.8 LAraoidopsis 


Seq. No. 


193194 




Contig ID 


8867 1.R1039 




5' -most EST 


LIB319 /-Uz /-yi-Ml-Lz 




Method 


BLASTX 




NCBI GI 


g3036816 




BLAST score 


216 




E value 


6. Oe-17 




Match length 


152 




% identity 


40 


[AraDiaopsis inananaj 


NCBI Description 


(AL022373) myosin-like protein 


Seq. No. 


193195 




Contig ID 


8869 1.R1039 




C I „. An 4- porn 

o T — most Eb I 


, , C* -CI m . vvo A/t QtinfiKI 

ul gsriitiaxxauyoeuoDi 




Method 


TIT 7\ f"l m V 

BLASTX 




NCBI GI 


g3702332 




BLAST score 


904 




E value 


2.0e-97 




Match length 


253 




% identity 


69 




NCBI Description 


(AC005397) unknown protein [Arabxdopsxs thaliana] 


Seq. No. 


193196 




Contig ID 


8871 1.R1039 




5 T -most EST 


LIB3083-094-Q1-L1-D2 




Method 


BLASTN 




NCBI GI 


g20419 




BLAST score 


44 




E value 


1.0e-15 




Match length 


272 




% identity 


15 




NCBI Description 


P.amygdalus mRNA for extensin 





25915 



oeq. ino. 


1 Q^l Q7 

X 3 J X .7 f 




Lonrig iu 


ftft7fi 1 RIO^Q 




o most- Cjoi 


LIB3083-094-O1-L1-D6 




Method 






NCBI GI 


g3860008 




BLAST score 


427 




E value 


ft D<=>-49 




Match length 






% identity 


O 1 




Mtbi Description 


fUTTnQIflft 1 ^ nnVnnwn THnTTio 


sapiens ] 


beq. wo. 


1 QR 

1 jjXjO 




Contig lu 






O IUQo L HjOI 


T,TR3272-041-P1-K1-E3 




Method 


.Dli-Ho 1 A 




NCBI GI 


g4510345 




BLAST score 


482 




Hj value 


3.0e-48 




"NyT /-i V\ 1 r\n i-T-l- Vi 

iYiaucn lengtn 


158 




% identity 


58 




NCBI Description 


(AC006921) unknown protein [Arabidop 


Seq. No. 


193199 




Contig id 


8888 1.R1039 




d -most: Hjoi 


uC-gsronu33B109gl0bl 




Method 


BLASTN 




NCBI GI 


g2244901 




BLAST score 


51 




E value 


1.0e-19 




watcn lengrn 


95 




% identity 


88 




NCBI Description 


Arabidopsis thaliana DNA 


chromosome 




fragment No 




Seq. No. 


193200 




Contig ID 


8890 1.R1039 






LIB3083-094-Q1-L1-E8 




Method 


BLASTX 




NCBI GI 


g3924848 




BLAST score 


193 




E value 


2.0e-14 




Match length 


161 





% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



32 

(Z81586) cDNA EST yk335d8.5 comes from this gene; cDNA EST 
yk335d8.3 comes from this gene [Caenorhabditis elegans] 

193201 

8890_2.R1039 
uC-gsflnu33B079g05bl 

193202 

8892_1.R1039 

uC-gsflnu33B005a08bl 

BLASTX 

g3128176 

341 

5.0e-32 



25916 



Match length 


1 1 c 
110 


% identity 


00 


NCBI Description 


(AuUU40<£ij unKnown protein [•"■rajL>iu.opo±& uiictxxciiicij 


Seq. No. 


lyo^Uo 


Contig ID 


ooqc i n 1 mo 


C 1 mAn 4- DOT 

o -most hioi 


T TR^ 1 ? 7 9 — n "39 — PI —VI — H7 
LIdj^ / Uj6 irl i\± 11/ 


Method 


DT a QfPV 
DliiiO I A 


NCBI GI 


g3264767 


BLAST score 


835 


E value 


j . ue o ^ 


Match length 


9 79 


% identity 


00 


NCBI Description 


tArU/lcsyoj ivr^ uoniain coniaining protein [riunub dxiut;iij-cioci 


Seq. No. 


1 9o^U4 


Contig ID 


OOQC /I D1 n"3Q 

oo yo 4 . KlUoy 


0 — ItlOS L bo 1 


JjIdjI^D UUZ rl J\,t rill 


Method 


rjT 71 nmv 

BLAblA 


NCBI GI 


g3264767 


BLAST score 


417 


E value 


/ . ue-4 i 


Match lengtn 


101 


% identity 


R A 


NCB I De s cr ipt ion 


(ArU/loyo) Ar^ aoitiain containing protein l rrunus dniieiuaua 


Seq. No. 


1 A *5 O A E 

193205 


Contig ID 


8906_1 . R1039 


5 -most EST 


uL—gsrinuoobuzoDUoDi 


Method 


"dt 7\ o hp v 


NCBI GI 


goooUzoU 


BLAST score 


1528 


E value 


1.0e-170 


Hif_.J-_L ~\ .... _.l . u I.. It- 

Match lengtn 




% identity 


•7 O 

/o 


NCBI Description 


(AC005824) putative chloroplast prephenate dehydratase 




[Arabidopsis thaliana] 


Seq. No. 


193206 


Contig ID 


O A A ^ O T3 1 A "3 A 

oyuo ^.Riuoy 


O -mOSt IIjOI 


LIdjIDD UZ0 rlM L/ll 


Method 


"DT 7\ OTY 

bltAo 1 A 


NCBI GI 


glO/ooOl 


BLAST score 


288 


E value 


4.0e-25 


Match lengtn 


oZ 


% identity 




NCBI Description 


cell wall protein - altalta >gi|oolb4lo (A£U^oo4i; 




proline-rich cell wall protein [Medicago sativa] 


Seq. No. 


19oz0 / 


Contig ID 


8906 3.R1039 


5 '-most EST 


uC-gsflnu33B085e09bl 


Method 


BLASTX 


NCBI GI 


gl076501 


BLAST score 


214 


E value 


4.0e-17 



25917 



Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



46 
85 



cell wall protein - alfalfa >gi 13818416 (AF028841) 
proline-rich cell wall protein [Medicago sativa] 



193208 

8906_4.R1039 

LIB3166-028-P1-K1-C4 

BLASTX 

gl076501 



BLAST score 


257 


E value 


1.0e-21 


Match length 


82 


% identity 


61 


NCBI Description 


cell wall protein - alfalfa >gi |381841o (AF028o41 




prolme-nch cell wall protein [Medicago sativa] 


Seq. No. 


193209 


Contig ID 


8916_1.R1039 


5 1 -most EST 


LIB314 5-026-Q1-K1-D4 


Method 


BLASTX 


NCBI GI 


g4263787 


BLAST score 


560 


E value 


2.0e-57 


Match length 


186 


% identity 


67 


NCBI Description 


(AC006068) unknown protein [Arabidopsis thaliana] 


Seq. No. 


193210 


Contig ID 


8917 1.R1039 


S'-most EST 


LIB3189-034-P1-K1-F11 


Method 


BLASTX 


NCBI GI 


g3983663 


BLAST score 


412 


E value 


2.0e-40 


Match length 


136 


% identity 


62 


NCBI Description 


(AB011270) importin-betal [Oryza sativa] 


Seq. No. 


193211 


Contig ID 


8921 1.R1039 


5 1 -most EST 


LIB3083-095-Q1-L1-A12 


Method 


BLASTX 


NCBI GI 


g3142294 


BLAST score 


382 


E value 


9.0e-37 


Match length 


83 


% identity 


88 


NCBI Description 


(AC002411) Strong similarity to initiation factor 



gb|U37354 from S. pombe. ESTs gb[T41979, gb|N37284 and 
gb|N37529 come from this gene. [Arabidopsis thaliana] 

Seq. No. 193212 

Contig ID 8923_1.R1039 

5 T -most EST LIB3120-015-Q1-K1-G7 



Seq. No. 



193213 



25918 



Contig ID 


892b 1.R1UJ9 


5 * -most EST 




Method 


T3T 7\ c n">v 

BLAoTX 


NCBI GI 


gl942360 


BLAST score 


340 


E value 


d . Ue-oz 


Match length 




% identity 


/I Q 


NCBI Description 


Actin-Binding Protein 


Seq. No. 


1 flOOl / 

133214: 


Contig ID 


8928 l.RlUoy 


r; i „ _ _ j_ T-i o rr< 

5 -most EoT 


gououuy u 


Method 


bLAb i A 


NCBI GI 


g2o29ooo 


BLAST score 


601 


E value 


2.0e-62 


Match length 


1^ / 


% identity 


88 


NCBI Description 


(ACU02o9d) N-terminai 




[Arabidopsis thaliana" 


Seq. No. 


193215 


Contig ID 


8936 1.R1039 


5 -most EST 


go U4 o / y o 


Method 


BLASTX 


NCBI GI 


gl352660 


BLAST score 


227 


E value 


2.0e-18 


Match length 


137 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36 

COP-COATED VESICLE MEMBRANE PROTEIN P24 PRECURSOR 
>gi 1 924850 (U26264) CHOp24 [Cricetulus griseus] 

193216 

8937JL.R1039 

uC-gsronu33B166b07b2 

BLASTX 

g3482933 

592 

2.0e-61 

151 

72 

(AC003970) Similar to cdc2 protein kinases [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



193217 

8946_1.R1039 
LIB3083-095-Q1-L1-C3 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



193218 

8953__1.R1039 

LIB3083-095-Q1-L1-D2 

BLASTX 

g3377820 

387 

4.0e-37 



25919 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



S^q. No . 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
ItfCBI GI 



123 
64 

(AF076275) contains similarity to coatomer zeta chains 
[Arabidopsis thaliana] 

193219 

8956_1.R1039 

g5048016 

BLASTX 

g2194142 

761 

6.0e-81 

153 
84 

(AC002062) ESTs gb | N38288, gb | T43486, gb | AA395242 come from 
this gene. [Arabidopsis thaliana] 

193220 

8965_1.R1039 

uC-gs f ImaxxaO 6 1 cO lbl 

BLASTX 

g3914002 

1611 

1.0e-180 

393 

80 

MITOCHONDRIAL LON PROTEASE HOMOLOG 1 PRECURSOR >gi 12935279 
(AF033862) Lon protease [Arabidopsis thaliana] 

193221 

8966_1.R1039 

LIB3165-037-P1-K1-D3 

BLASTX 

g4204261 

242 

7.0e-20 

301 

30 

(AC005223) 27887 [Arabidopsis thaliana] 
193222 

8971_1.R1039 

LIB3083-097-Q1-L1-A5 

BLASTX 

gl657382 

795 

4.0e-85 

158 

91 

(Y09101) cholinephosphate cytidylyltransferase [Pisum 
sativum] 

193223 

8972_1.R1039 
g3326528 
BLASTX 
g2204234 



25920 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 



415 

2.0e-40 

150 

60 

(Y13862) enoyl-ACP reductase [Nicotiana tabacum] 
193224 

8974_1.R1039 
uC-gsronu33B031gllbl 

193225 

8976JL.R1039 

LIB3083-095-Q1-L1-F6 

BLASTX 

g3402713 

571 

7.0e-59 

170 

66 

(AC004261) hypothetical protein [Arabidopsis thaliana] 
193226 

8979JL.R1039 
LIB3146-010-Q1-K1-E11 

193227 

8981_1.R1039 

LIB3165-006-P1-K3-B1 

BLASTX 

g2559012 

1484 

1.0e-165 

412 
70 

(AF026293) chaperonin containing t-complex polypeptide 1, 
beta subunit; CCT-beta [Homo sapiens] >gi 14090929 
(AF026166) chaperonin-containing TCP-1 beta subunit homolog 
[Homo sapiens] 

193228 

8981_2.R1039 

LIB3146-001-P1-K2-H5 

BLASTX 

g549056 

1121 

1.0e-123 

303 

72 

T-COMPLEX PROTEIN 1, BETA SUBUNIT (TCP-1-BETA) (CCT-BETA) 
>gi|631651|pir| IS43059 CCT (chaperonin containing TCP-1) 
beta chain - mouse >gi I 468546 I emb | CAA83428 I (Z31553) CCT 
{chaperonin containing TCP-1) beta subunit [Mus musculus] 

193229 

8994_1.R1039 

LIB3083-095-Q1-L1-H4 

BLASTX 



25921 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2065531 
276 

2.0e-32 

172 

49 

(U78526) endo-1, 4-beta-glucanase [Lycopersicon esculentum] 
193230 

8997_1.R1039 

uC-gsronu33B124h09bl 

BLASTX 

gl408471 

547 

7.0e-56 

139 

76 

(U48938) actin depolymerizing factor 1 [Arabidopsis 
thaliana] >gi 13851707 (AF102173) actin depolymerizing 
factor 1 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193231 

8997_2.R1039 

g5050291 

BLASTX 

g478673 

383 

2.0e-36 

126 

60 

proline-rich protein precursor - 
>gi | 210461 emb | CAA42942 | (X60391) 
[Phaseolus vulgaris] 



kidney bean 
proline-rich protein 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



193232 

9006JL.R1039 

LIB3147-011-Q1-K1-G4 

BLASTX 

g418507 

327 

4.0e-30 

161 

41 

S-ADENOSYLMETHIONINE : 2 -DEMETH YLMENAQUINONE 
METHYLTRANSFERASE >gi | 541097 | pir | | S40872 hypothetical 
protein £161 - Escherichia coli >gi 1305032 (L19201) 
ORF_fl61 [Escherichia coli] >gi 11336002 (U56082) 
S-adenosylmethionine : 2-demethylmenaquinone 

methyltransf erase [Escherichia coli] >gi 11790364 (AE0004 67) 
menaquinone biosynthesis, unknown [Escherichia coli] 

193233 

9009_1.R1039 

LIB3148-058-Q1-K1-G10 

BLASTX 

g2668505 

175 

1.0e-12 



25922 



Match length 


Q 1 


% identity 


4 0 


NCBI Description 


(UoloJ/) putative cyciin bi interacting 




sapiens] 


Seq. No. 




Contig ID 


9011 l.RiUoy 


o -most: cibi 


liloJl4 /— uoo— yi—ixz— uo 


Method 


DT ZVOTV 


NCBI GI 


g231660 


BLAST score 


624 


E value 


o . ue— oo 


Matcn iengtn 


z / y 


% identity 


49 


NCBI Description 


HYPOTHETICAL 22 6 KD PROTEIN (ORF 1901) 


Seq. No. 


193235 


Contig ID 


9018_1 . R1039 


C f 4_ "corn 

o -most EST 


hlBoZ /z-04 y-Fl-J\l-hill 


Method 


TIT Ik CTY 


NCBI GI 


g3169182 


BLAST score 


313 


E value 


9 . ue-^y 


Matcn length 


/o 


% identity 


76 


NCBI Description 


(AC004401) unknown protein [Arabidopsis 


Seq. No. 


193236 


Contig ID 


9020_1.R1039 


5 -most EST 


LIB31o9-UUl-Pl-Kl-Fz 


Method 


dLAoIa 


NCBI GI 


gl31773 


DiiAoi score 


D4Z 


E value 


3.0e-55 


Match length 


137 


% identity 


80 


NCBI Description 


4 OS RIBObOMAL PR01EIN b!4 (CLONE MLHZ) 




>gi I 82724 1 pir | | B30097 ribosomal protein 




maize 


Seq. No. 


193237 


Contig ID 


9021 1.R1039 


o -most Ebi 




Method 


"DT 7\ OTiV 

rS LAb 1 A 


NCBI GI 


g3928083 


BLAST score 


789 


E value 


2 . Oe-84 


Match length 


1 o o 

loo 


% identity 


76 


NCBI Description 


(AC005770) unknown protein [Arabidopsis 


Seq. No. 


*i e\ *^ t% 
193238 


Contig ID 


9023 2.R1039 


5" -most EST 


LIB3083-097-Q1-L1-D1 


Method 


BLASTX 


NCBI GI 


g2129703 


BLAST score 


208 



(clone MCH2) 



25923 



E value 
Match length 
% identity 
NCBI Description 



1.0e-16 

93 
46 

receptor kinase - Arabidopsis thaliana 
>gi|2129704 |pir| [S71184 receptor kinase - Arabidopsis 
thaliana >gi 1166692 (M80238) receptor kinase [Arabidopsis 
thaliana] >gi| 445123|prf | | 1908429A receptor kinase 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193239 

9027__1.R1039 

LIB3197-058-Q1-M1-B1 

BLASTX 

gl663706 

189 

4.0e-14 

80 

49 

(D87685) similar to human transcription factor TFIIS 
(S34159) . [Homo sapiens] 



Seq. No. 
Contig ID 
5' -most EST 



193240 

9029JL.R1039 
LIB3165-033-P1-K1-D1 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193241 

9031JL.R1039 

LIB3145-020-Q1-K1-E12 

BLASTX 

gl351365 

185 

1.0e-13 

56 

62 

UBIQUINOL-CYTOCHROME C REDUCTASE COMPLEX 6.7 KD PROTEIN 
(CR6) >gi|2130002|pir| (S68969 ubiquinol— cytochrome-c 
reductase (EC 1.10.2.2) - potato >gi | 633683 | emb | CAA577 68 | 
(X82325) cytochrome c reductase subunit [Solanum tuberosum] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193242 

9033J..R1039 

LIB3166-051-P1-K1-C6 

BLASTX 

gl755178 

576 

2.0e-59 

159 

69 

(U75200) germin-like protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5" -most EST 
Method 
NCBI GI 
BLAST score 
E value 



193243 

9038_1.R1039 

uC-gsronu33B036a05bl 

BLASTX 

gl531758 

607 

5.0e-78 



25924 



Match length 161 
% identity 82 

NCBI Description (X98772) AUXl [Arabidopsis thaliana] >gi 13335360 (AC003028) 
unknown .protein [Arabidopsis thaliana] 



Seq. No. 


1 r\ *1 O A A 

193244 


Contig ID 


cin a o i di mo 
yU4o i.KiUoy 


5 , -most EST 


LIB3197-021-Q1-M1-B3 


Seq, No. 


193245 


Contig ID 


yU4 / i . Kiuoy 


5 '-most EST 


g5049888 


Method 


BLASTX 


NCBI GI 


g2623296 


BLAST score 


one 

3 lb 


E value 


9. Oe-36 


Match length 


123 


% identity 


65 ... 


NCBI Description 


(AC002409) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


193246 


Contig ID 


9048_1.R1039 


5' -most EST 


LIB3083-097-Q1-L1-G3 


Method 


BLASTX 


NCBI GI 


g!488647 


BLAST score 


204 


E value 


1.0e-15 


Match length 


67 


% identity 


63 


NCBI Description 


(X99937) RNA helicase [Spinacia oleracea] 


Seq. No. 


193247 


Contig ID 


9058 1.R1039 


5' -most EST 


r a it a c on 

g5050528 


Method 


BLASTX 


NCBI GI 


g2252842 


BLAST score 


158 


E value 


4.0e-ll 


M^tph l^ncfth 

L -LCI I— V>X 1 ^^iXlv^ 


138 


% identity 


39 


NCBI Description 


(AF013293) No definition line found LAraoiaopsis T:naiiana. 


Seq. No. 


193248 


Contig ID 


9068_1.R1039 


5 '-most EST 


g5047116 


Seq. No. 


193249 


Contig ID 


9073 1.R1039 


5 '-most EST 


LIB3272-055-P1-K1-G11 


Seq. No. 


193250 


Contig ID 


9075 1.R1039 


5 '-most EST 


LIB3083-099-Q1-L1-B9 


Method 


BLASTN 


NCBI GI 


g4567193 


BLAST score 


71 


E value 


8.0e-32 



25925 



Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223 
83 

Arabidopsis thaliana chromosome II BAC T26C19 genomic 
sequence, complete sequence 

193251 

9077JL.R1039 
uC-gsflmaxxa094h!2bl 

193252 

9078_1.R1039 

LIB3149-027-Q1-K1-A2 

BLASTX 

gll72873 

423 

2.0e-41 

85 
74 

CYSTEINE PROTEINASE RD21A PRECURSOR >gi | 541857 | pir i IJN0719 
drought-inducible cysteine proteinase (EC 3.4.22.-) RD21A 
precursor - Arabidopsis thaliana >gi I 435619 | dbj I BAA02374 | 
(D13043) thiol protease [Arabidopsis thaliana] 



Seq. No. 


193253 


Contig ID 


9089 1.R1039 


5 '-most EST 


uC-gsronu33B104cl2bl 


Method 


BLASTX 


NCBI GI 


g4006881 


BLAST score 


663 


E value 


2.0e-69 


Match length 


204 


% identity 


55 


NCBI Description 


(299707) putative protein [Arab: 


Seq. No. 


193254 


Contig ID 


9105 1.R1039 


5' -most EST 


LIB3149-064-Q1-K1-E6 


Method 


BLASTX 


NCBI GI 


g3377820 


BLAST score 


393 


E value 


4.0e-38 


Match length 


98 


% identity 


77 


NCBI Description 


(AF076275) contains similarity 




[Arabidopsis thaliana] 


Seq. No. 


193255 


Contig ID 


9106 1.R1039 


5 '-most EST 


uC-gsflnu33B061g02bl 


Seq. No. 


193256 


Contig ID 


9117 1.R1039 


5 '-most EST 


LIB3083-114-Q1-L1-H5 


Method 


BLASTX 


NCBI GI 


g2335100 


BLAST score 


695 


E value 


1.0e-73 



25926 



Match length 

% identity 

NCBI Description 



148 
86 

(AC002339) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193257 

9124JL.R1039 

LIB3146-055-Q1-K1-G1 

BLASTX 

g3668097 

629 

2.0e-65 

155 

77 

(AC004 667) putative glycine cleavage system protein H 
precursor [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 



193258 

9126J..R1039 
uC-gsflmaxxa028c06bl 

193259 

9126_2.R1039 
uC-gsflmaxxa093g01bl 



Seq. No. 
Contig ID 
5" -most EST 



193260 

9131JL.R1039 
LIB3083-099-Q1-L1-G4 



Seq. No. 


193261 


Contig ID 


9143 1.R1039 


5' -most EST 


g5046366 


Method 


BLASTX 


NCBI GI 


g2689720 


BLAST score 


707 


E value 


1.0e-74 


Match length 


200 


% identity 


68 


NCBI Description 


(AF037168) DnaJ homologue [Arabidopsis thaliana] 


Seq. No. 


193262 


Contig ID 


9149 1.R1039 


5 1 -most EST 


LIB3083-100-Q1-L1-A11 


Method 


BLASTX 


NCBI GI 


g3513727 


BLAST score 


487 


E value 


3.0e-49 


Match length 


119 


% identity 


35 


NCBI Description 


(AF080118) contains similarity to TPR domains {E 



TPR.hmm: score: 11.15) and kinesin motor domains (Pfam: 
kinesin2.hmm, score: 17.49, 20.52 and 10.94) [Arabidopsis 
thaliana] >gi | 4539358 | emb | CAB40052 . 1 1 (AL049525) putative 
protein [Arabidopsis thaliana] 



Seq. No. 193263 
Contig ID 9151_1.R1039 
5' -most EST g3326502 



25927 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2275215 

737 

4.0e-78 

264 

56 

(AC002337) hypothetical protein [Arabidopsis thaliana] 
193264 

9153J..R1039 

g5047081 

BLASTX 

g2739376 

400 

9.0e-39 

108 

69 

(AC002505) putative permease [Arabidopsis thaliana] 
193265 

9154_1.R1039 

uC-gsflnu33B108e09bl 

BLASTX 

gll2717 

194 

9.0e-15 

57 

63 

21 KD PROTEIN PRECURSOR (1.2 PROTEIN) >gi | 82050 | pir | | S10911 
hypothetical protein precursor - carrot 

>gi|18312|emb|CAA36642| (X52395) precursor polypeptide (AA 
-22 to 171) [Daucus carota] 



Seq. No. 


193266 


Contig ID 


9163 3.R1039 


5 T -most EST 


LIB3083-100-Q1-L1-B4 


Method 


BLASTX 


NCBI GI 


g4234768 


BLAST score 


664 


E value 


6.0e-70 


Match length 


126 


% identity 


89 


NCBI Description 


(AF069468) sterol-C5 


Seq. No. 


193267 


Contig ID 


9164 1.R1039 


5' -most EST 


LIB3166-009-P1-K1-F8 


Method 


BLASTX 


NCBI GI 


g4455192 


BLAST score 


347 


E value 


6.0e-42 


Match length 


188 


% identity 


50 


NCBI Description 


(AL035440) putative 


Seq. No. 


193268 


Contig ID 


9165_1.R1039 



25928 



5' -most EST 



g5049299 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193269 

9166JL.R1039 

LIB3148-029-Q1-K1-A3 

BLASTX 

gl928960 

810 

1.0e-86 

192 

80 

(U92286) pyrroline-5-carboxylate synthetase 
deliciosa] 



[Actinidia 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193270 

9168_2.R1039 

LIB3189-041-P1-K1-H12 

BLASTX 

gl762309 

782 

2.0e-83 

161 

93 

(U53345) AP-1 Golgi-related complex component; clathrin 
coated vesicles; clathrin assembly protein [Camptotheca 
acuminata] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193271 

9177_1.R1039 

LIB3166-002-Q1-K1-G4 

BLASTX 

g!23650 

841 

7.0e-90 

346 

88 

HEAT SHOCK COGNATE 70 KD PROTEIN >gi | 82245 | pir || S03250 heat 
shock protein 70 {clone pMON9743) - garden petunia 
>gi[20557|emb|CAA30018| (X06932) heat shock protein 70 
[Petunia x hybrida] 

193272 

9177_2.R1039 

g3326038 

BLASTX 

g3962377 

614 

7.0e-64 

131 

92 

(AJ002551) heat shock protein 70 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



193273 

9177_3.R1039 

LIB3189-005-P1-K1-A6 

BLASTX 

g3986110 



25929 



BLAST score 


845 


E value 


o . Ue-y 1 


Match length 


188 


% identity 


88 


NCBI Description 


(AB012716) heat shock protein 70 cognate [Salix 


Seq. No. 


193274 


Contig ID 


9178_1 . R1039 


5' -most EST 


LIBoloo-Uzo-Pl-Kl-Bo 


Method 


T>T 7\ O (TITr 

BLASTX 


NCBI GI 


g2760317 


BLAST score 


547 


E value 


5 . Oe-56 


Match length 


175 


% identity 


61 


NCBI Description 


(AC002130) F1N21.1 [Arabidopsis thaliana] 


Seq, No. 


193275 


Contig ID 


9186_1.R1039 


5 1 -most EST 


LIB31 66-04 9-P1-K1-C1 


Seq. No. 


193276 


Contig ID 


9191_1.R1039 


5 T -most EST 


LIB3083-109-Q1-L1-H4 


Method 


BLASTX 


NCBI GI 


g2160169 


BLAST score 


318 


E value 


3.0e-29 


Match length 


110 


% identity 


58 


NCBI Description 


(AC000132) No definition line found [Arabidopsi 


Seq. No. 


193277 


Contig ID 


9195_1.R1039 


5 T -most EST 


g5048069 


Method 


BLASTX 


NCBI GI 


g3983665 


BLAST score 


562 


E value 


8 . Oe-58 


Match length 


133 


% identity 


80 


NCBI Description 


(AB011271) importin-beta2 [Oryza sativa] 


Seq. No. 


193278 


Contig ID 


9198_1.R1039 


5 '-most EST 


LIB3189-017-P1-K1-H1 


Method 


BLASTX 


NCBI GI 


g4510428 


BLAST score 


575 


E value 


3.0e-59 


Match length 


205 


% identity 


c c 


NCBI Description 


(AC006929) putative argonaute protein [Arabidop 




thaliana] 


Seq. No. 


193279 


Contig ID 


9199_1.R1039 



25930 



5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-gsflnu33B145b09bl 

BLASTX 

g2244975 

539 

3.0e-55 

137 

72 

(Z97340) hypothetical protein [Arabidopsis thaliana] 
193280 

9201_1.R1039 

LIB3146-019-Q1-K1-A2 

BLASTX 

g2500589 

446 

9.0e-44 

242 
23 

NUCLEOLYSIN TIAR (TIA-1 RELATED PROTEIN) >gi 11592563 
(U55861) RNA binding protein TIAR [Mus musculus] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193281 

9201_3.R1039 

LIB3196-022-P1-M1-A4 

BLASTX 

g267131 

187 

8.0e-14 

87 

15 

NUCLEOLYSIN TIAR {TIA-1 RELATED PROTEIN) 
>gi|423120|pir| IA46174 RNA-binding protein TIAR - human 
>gi 1 189310 (M96954) nucleolysin TIAR [Homo sapiens] 
>gi|4507499|ref | NP_003243 . 1 | pTIALl | TIA1 cytotoxic 
granule-associated RNA-binding protein-like 

193282 

9209_1.R1039 

LIB3083-100-Q1-L1-F2 

BLASTX 

gl717967 

223 

5.0e-18 

98 

48 

FLAVONOL 3-O-GLUCOSYLTRANS FERASE (UDP-GLUCOSE FLAVONOID 
3-O-GLUCOSYLTRANSFERASE) >gi | 1345584 | emb | CAA53582 | (X75968) 
3-O-glucsyltransferase [Vitis vinifera] 



Seq. No. 
Contig ID 
5 '-most EST 



193283 

9216_1.R1039 
LIB3083-100-Q1-L1-G1 



Seq. No. 
Contig ID 
5 '-most EST 



193284 

9230_1.R1039 
LIB3083-100-Q1-L1-H11 



25931 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193285 

9250JLR1039 
LIB3083-101-Q1-L1-B1 

193286 

9253_1.R1039 

LIB3083-101-Q1-L1-B12 

BLASTX 

g3414809 

387 

4.0e-37 

254 
4 

(AF061529) rjs [Mus musculus] 
193287 

9260_1.R1039 

uC-gsronu33B004b03bl 

BLASTX 

g2181180 

459 

2.0e-45 

301 

37 

(Z84377) xylosidase [Aspergillus niger] 
193288 

9261JL.R1039 

g5049055 

BLASTX 

g2655037 

139 

2.0e-15 

146 

35 

(AF019952) tumor suppressing STF cDNA 1 [Homo sapiens] 
>gi | 4507703 | ref [ NP__003301 . 1 1 pTSSCl | tumor suppressing 
subtransferable candidate 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193289 

9261_2.R1039 

uC-gs f Imaxxa 0 5 8 dO 3b 1 

BLASTX 

g2655037 

322 

2.0e-29 

188 

39 

(AF019952) tumor suppressing STF cDNA 1 [Homo sapiens] 
>gi | 4507703 | ref | NP_003301 . 1 1 pTSSCl | tumor suppressing 
subtransferable candidate 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



193290 

9273_1.R1039 
g5046379 
BLASTX 
g2245109 



25932 



BLAST score 


635 


E value 


4.0e-66 


Match length 


173 


% identity 


71 


NCBI Description 


(Z97343) carboxyl -terminal proteinase homolog [Arabidops 




thaliana] 


Seq. No. 


193291 


Contig ID 


9280_1.R1039 


5' -most EST 


g5046128 


Method 


BLASTX 


NCBI GI 


g4454307 


BLAST score 


878 


E value 


9. Oe-95 


Match length 


180 


% identity 


86 


NCBI Description 


(AJ132763) cyclophilin [Pseudotsuga menziesii] 


Seq. No. 


193292 


Contig ID 


9286_1.R1039 


5 '-most EST 


LIB3083-101-Q1-L1-E8 


Method 


BLASTX 


NCBI GI 


g432537l 


BLAST score 


195 


E value 


1.0e-14 


Match length 


227 


% identity 


30 


NCBI Description 


(AF128396) contains similarity to Medicago truncatula N7 




protein (GB:Y17613) [Arabidopsis thaliana] 


Seq. No. 


193293 


Contig ID 


9287 1.R1039 


5 T -most EST 


g3325983 


Seq. No. 


193294 


Contig ID 


9287 2.R1039 


5' -most EST 


LIB3146-058-Q1-K1-A11 


Seq. No. 


193295 


Contig ID 


9289 1.R1039 


5' -most EST 


LIB3083-104-Q1-L1-F4 


Seq. No. 


193296 


Contig ID 


9297 1.R1039 


5' -most EST 


- g5050849 


Seq. No. 


193297 


Contig ID 


9298JL.R1039 


5 '-most EST 


LIB3083-101-Q1-L1-G10 


Method 


BLASTX 


NCBI GI 


g3402701 


BLAST score 


197 


E value 


6.0e-15 


Match length 


56 


% identity 


71 


NCBI Description 


(AC004261) unknown protein [Arabidopsis thaliana] 



25933 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193298 

9301_1.R1039 

LIB3083-101-Q1-L1-G2 

BLASTX 

gl743354 

702 

5.0e-74 

191 

68 

(Y09876) aldehyde dehydrogenase 



(NAD+) [Nicotiana tabacum] 



193299 

9302_1.R1039 

LIB3166-059-P1-K1-C2 

BLASTX 

g4008441 

435 

1.0e-42 

143 

61 

(AL034488) predicted using Genefinder; cDNA EST yk433c6.3 
comes from this gene; cDNA EST EMBL:D72601 comes from this 
gene; cDNA EST EMBL:D75524 comes from this gene; cDNA EST 
yk433c6.5 comes from this gene [Caenorhabditis elegans] 



Seq. No. 


193300 


Contig ID 


9306 1.R1039 


5* -most EST 


uC-gsflnu33B031cllbl 


Method 


BLASTX 


NCBI GI 


g2570338 


BLAST score 


1160 


E value 


1.0e-127 


Match length 


327 


% identity 


68 


NCBI Description 


(U90927) glyoxalase II isozyme [Arabidopsis thali 


Seq. No. 


193301 


Contig ID 


9308 1.R1039 


5' -most EST 


LIB314 6-008-Q1-K1-H11 


Seq. No. 


193302 


Contig ID 


9316 1.R1039 


5* -most EST 


g3326792 


Method 


BLASTX 


NCBI GI 


g3757522 


BLAST score 


526 


E value 


1.0e-56 


Match length 


193 


% identity 


66 


NCBI Description 


(AC005167) putative splicing factor [Arabidopsis 


Seq. No. 


193303 


Contig ID 


9318 1.R1039 


5' -most EST 


LIB3083-101-Q1-L1-H7 


Method 


BLASTX 


NCBI GI 


gl881585 


BLAST score 


347 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



8.0e-33 

143 

57 

(U72489) remorin [Solanum tuberosum] 



193304 

9323_1.R1039 

uC-gsflmaxxa001h08bl 

BLASTX 

g2213877 

1698 

0.0e+00 

356 

90 

(AF003197) glutamine synthetase 



[Hevea brasiliensis] 



193305 

9327JL.R1039 

g5047157 

BLASTX 

g3702368 

1190 

1.0e-131 

299 

74 

(AJ001855) alpha subunit of F-actin capping protein 
[Arabidopsis thaliana] 

193306 

9331JL.R1039 

LIB3148-036-Q1-K1-H12 

BLASTX 

gl561774 

863 

6.0e-98 

222 

85 

(U67426) malate dehydrogenase [Vitis vinifera] 



193307 

9333_1.R1039 

g5049051 

BLASTX 

gl561774 

1751 

0.0e+00 

423 

79 

(U67426) malate dehydrogenase 



[Vitis vinifera] 



193308 

9333_2.R1039 

LIB3149-031-Q1-K1-C2 

BLASTN 

gl561773 

121 

3.0e-61 
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Match length 

% identity 

NCBI Description 



642 
84 

Vitis vinifera malate dehydrogenase 
cds 



(WME2) mRNA, complete 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193309 

9334JL.R1039 
LIB3083-102-Q1-L1-B7 

193310 

9337_1.R1039 

uC-gsf lnu33B14 6g02bl 

193311 

9341JUR1039 

LIB3272-058-P1-K1-H12 

BLASTX 

gll73104 

799 1 

3.0e-85 

219 

65 

RIBONUCLEASE 2 PRECURSOR >gi 1289210 (M98336) ribonuclease 
[Arabidopsis thaliana] >gi | 2642160 (AC003000) ribonuclease, 
RNS2 [Arabidopsis thaliana] 



Seq. No. 


193312 


Contig ID 


9349 1.R1039 


5 '-most EST 


uC-gsflnu33B113dl2bl 


Method 


BLASTX 


NCBI GI 


g2982451 


BLAST score 


426 


E value 


2.0e-77 


Match length 


223 


% identity 


62 


NCBI Description 


(AL022223) putative protein 


Seq. No. 


193313 


Contig ID 


9350 1.R1039 


5 1 -most EST 


LIB3083-102-Q1-L1-E1 


Method 


BLASTX 


NCBI GI 


g3935147 


BLAST score 


370 


E value 


2.0e-35 


Match length 


148 


% identity 


51 


NCBI Description 


(AC005106) T25N20.11 [Arabi 


Seq. No. 


193314 


Contig ID 


9353 1.R1039 


5 T -most EST 


LIB3165-040-Q1-K1-G10 


Method 


BLASTX 


NCBI GI 


g2129752 


BLAST score 


362 


E value 


2.0e-34 


Match length 


93 


% identity 


67 
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NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



thioredoxin - Arabidopsis thaliana >gi| 992964 | emb | CAA84 612 | 
(Z35475) thioredoxin [Arabidopsis thaliana] 



193315 

9357JL.R1039 

LIB3145-037-Q1-K1-A11 

BLASTX 

gll69238 

794 

6.0e-85 

203 
73 

GLUTAMATE DECARBOXYLASE (GAD) 
glutamate decarboxylase (EC 4 



>gi| 1076648 |pir| IA48767 
,1.1.15), calmodulin-binding - 
garden petunia >gi 1294112 (L16797) glutamate decarboxylase 
[Petunia hybrida] >gi 1309680 (L16977) glutamate 
decarboxylase [Petunia hybrida] 

193316 

9370JL.R1039 

LIB3083-104-Q1-L1-H2 

BLASTX 

g3913295 

580 

7.0e-60 

187 

58 

CAFFEIC ACID 3-O-METHYLTRANSFERASE 

( S-ADENOSYSL-L-METHIONINE : CAFFEIC ACID 

3-O-METHYLTRANSFERASE) (COMT) >gi | 602588 | emb | CAA58218 | 
(X83217) caffeic O-methyltransf erase [Prunus dulcis] 

193317 

9372_1.R1039 

LIB3120-013-Q1-K1-F9 

BLASTX 

g2982301 

520 

1.0e-52 

190 

40 

(AF051235) YGLOlOw-like protein [Picea mariana] 
193318 

9377JL.R1039 

uC-gsronu33B001allbl 

BLASTX 

g3746064 

177 

8.0e-13 

87 
37 

(AC005311) unknown protein [Arabidopsis thaliana] 
193319 

9383_1.R1039 
uC-gsronu33B168d08bl 
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Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193320 

9383_2.R1039 
LIB3148-053-Q1-K1-D10 

193321 

9383_4.R1039 
uC-gsflnu33B090dllbl 

193322 

9383_5.R1039 

LIB3083-105-Q1-L1-F8 

BLASTX 

g3184281 

206 

3.0e-24 

123 

49 

(AC004136) putative cytochrome P450 



[Arabidopsis thaliana] 



193323 

9383_6.R1039 

LIB3083-103-Q1-L1-B9 

BLASTX 

g3184281 

482 

2.0e-48 

160 

57 

(AC004136) putative cytochrome P450 [Arabidopsis thaliana] 
193324 

9385JL.R1039 

uC-gsflmaxxa004g03bl 

BLASTX 

g2459446 

454 

4.0e-45 

139 

63 

(AC002332) putative cinnamoyl-CoA reductase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



193325 

9393_1.R1039 
LIB3272-016-P1-K1-F12 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193326 

9395_1.R1039 

LIB3145-023-Q1-K1-B7 

BLASTX 

g3915083 

1172 

1.0e-129 

225 

98 

TUBULIN BETA CHAIN >gi | 1403143 | emb | CAA67056 | 



(X98406) 
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II 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



beta-tubulin [Cicer arietinum] 
193327 

9398JL.R1039 

LIB3189-034-P1-K1-A1 

BLASTX 

g2271477 

375 

5.0e-36 

100 

75 

(AF009631) AP47/50p [Arabidopsis thaliana] 



193328 

9405_1.R1039 

LIB3145-023-Q1-K1-B10 

BLASTX 

g4033735 

1500 

1.0e-175 

362 

86 

(AF054284) spliceosomal protein SAP 155 



[Homo sapiens] 



193329 

9413J..R1039 

LIB3083-104-Q1-L1-A8 - 
193330 

9414JL.R1039 

g5050062 

BLASTX 

g266567 

337 

2.0e-31 

143 

52 

MITOCHONDRIAL PROCESSING PEPTIDASE ALPHA SUBUNIT PRECURSOR 
(ALPHA-MPP) (UBIQUINOL-CYTOCHROME C REDUCTASE SUBUNIT II) 
>gi I 421956 |pir | [S23558 mitochondrial processing peptidase 
(EC 3.4.99.41) alpha chain precursor - potato 
>gi|21493|emb|CAA46990t (X66284) mitochondrial processing 
peptidase [Solanum tuberosum] 

193331 

9417_1.R1039 
LIB3147-050-Q1-K1-B7 

193332 

9420_1.R1039 

LIB3197-054-Q1-M1-C4 

BLASTX 

g2791806 

414 

4.0e-40 

125 

62 
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NCBI Description (AF041433) bet3 [Mus musculus] 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193333 

9420_2.R1039 

LIB3147-04 9-Q1-K1-B1 

BLASTX 

g2791806 

210 

1.0e-16 

59 

66 

(AF041433) bet3 [Mus musculus] 
193334 

9425JL.R1039 
uC-gsronu33B136c08bl 

193335 

9429JL.R1039 

g5050576 

BLASTX 

g2506139 

507 

7.0e-54 

307 

66 

COATOMER DELTA SUBUNIT (DELTA-COAT PROTEIN) 
(ARCHAIN) >gi|1314049|embiCAA91901| (Z67962) 
archain/delta-COP [Oryza sativa] 



DELTA-COP) 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193336 

9429_2.R1039 

LIB3083-104-Q1-L1-C8 

BLASTX 

g2506139 

413 

2.0e-40 

107 

75 

COATOMER DELTA SUBUNIT (DELTA-COAT 
(ARCHAIN) >gi|1314049|emb|CAA91901| 
archain/delta-COP [Oryza sativa] 



PROTEIN ) ( DELTA-COP ) 
(Z67962) 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193337 

9430JL.R1039 

LIB3147-019-Q1-K1-F1 

BLASTX 

g!174870 

273 

5.0e-24 

72 

74 

UBIQUINOL-CYTOCHROME C REDUCTASE COMPLEX 8.0 KD PROTEIN 
>gi|633685|emb|CAA55861| (X79274) ubiquinol— cytochrome c 
reductase [Solanum tuberosum] 



Seq. No. 



193338 
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Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



9430_3.R1039 

uC-gsronu33b023g07bl 

BLASTX 

gll74870 

265 

4.0e-23 

73 
74 

UBIQUINOL-CYTOCHROME C REDUCTASE COMPLEX 8 . 0 KD PROTEIN 
>gi|633685|emb|CAA55861i (X79274) ubiquinol— cytochrome c 
reductase [Solanum tuberosum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193339 

9462JL.R1039 

LIB3272-026-P1-K1-D5 

BLASTX 

gll9640 

293 

3.0e-26 

116 

53 

1-AMIN0CYCL0PR0PANE-1-CARB0XYLATE OXIDASE HOMOLOG (PROTEIN 
E8) >gi|82109|pir| I S01642 ripening protein E8 - tomato 
>gi|19199|emb|CAA31789| (X13437) E8 protein [Lycopersicon 
esculentum] 



Seq. No. 


193340 


Contig ID 


9466 1.R1039 


5 T -most EST 


LIB3083-104-Q1-L1-H5 


Method 


BLASTX 


NCBI GI 


g2088646 


BLAST score 


428 


E value 


4.0e-42 


Match length 


86 


% identity 


87 


NCBI Description 


(AF002109) Sulp isolog [Arabidopsis thai 


Seq. No. 


193341 


Contig ID 


9471 1.R1039 


5' -most EST 


LIB3083-105-Q1-L1-A11 


Method 


BLASTX 


NCBI GI 


g4455198 


BLAST score 


364 


E value 


3.0e-42 


Match length 


171 


% identity 


39 


NCBI Description 


(AL035440) putative protein [Arabidopsis 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



193342 

9475JL.R1039 

g5049480 

BLASTX 

g4417287 

539 

6.0e-55 

165 

63 
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NCBI Description (AC007019) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method ■ 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193343 

9485JL.R1039 

LIB3083-105-Q1-L1-B4 

BLASTX 

g3213000 

170 

2.0e-ll 

213 

30 

(AC004997) similar to squid retinal-binding protein P49193 
(PID:gl346953) [Homo sapiens] 

193344 

9488_1.R1039 

g5047301 

BLASTX 

gl731181 

260 

3.0e-22 

195 

35 

HYPOTHETICAL 75.5 KD PROTEIN C14A4.3 IN CHROMOSOME II 
>gi|3874230|emb|CAA90107| (Z49909) weak similarity with a 
B. Flavum translocation protein (Swiss Prot accession 
number P38376) ; cDNA EST yk220el0.5 comes from this gene 
[Caenorhabditis elegans] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



193345 

9490_1.R1039 

LIB3145-044-Q1-K1-D12 

BLASTX 

g464981 

407 

2.0e-39 

134 

64 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi 1388207 (L23762) 
ubiquitin carrier protein [Lycopersicon esculentum] 

193346 

9490_2.R1039 

uC-gsflnu33B126c03bl 

BLASTX 

g464981 

480 

4.0e-48 

101 

92 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi 1388207 (L23762) 
ubiquitin carrier protein [Lycopersicon esculentum] 

193347 

9494 1.R1039 
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5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3083-105-Q1-L1-C2 

BLASTX 

g461999 

1870 

0.0e+00 

391 

94 

ELONGATION FACTOR G, CHLOROPLAST PRECURSOR (EF-G) 
193348 

9501_1.R1039 

uC-gsflmaxxa043fl2bl 

BLASTX 

g3386597 

234 

3.0e-19 

70 

69 

(AC004665) unknown protein [Arabidopsis thaliana] 
>gi 1 3702347 (AC005397) putative permease [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193349 

9508_1.R1039 

LIB3146-047-Q1-K1-H6 

BLASTX 

g4406819 

216 

2.0e-17 

87 

52 

(AC006201) unknown protein [Arabidopsis thaliana] 
193350 

9512_1.R1039 

LIB3083-105-Q1-L1-D8 

BLASTX 

gl871192 

506 

4.0e-51 

207 

59 

(U90439) Cys3His zinc finger protein isolog [Arabidopsis 
thaliana] 

193351 

9513_1.R1039 

g5045418 

BLASTX 

g4531443 

880 

9.0e-95 

239 

73 

(AC006224) putative 50s ribosomal protein L3 [Arabidopsis 
thaliana] 



25943 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

■E value 

Match length 

% identity 

NCBI Description 



193352 

9517_1.R1039 

LIB3165-048-Q1-K1-E2 

BLASTX 

g3341679 

1235 

1.0e-136 

311 
77 

(AC003672) dynamin-like protein phragmoplastin 12 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193353 

9518_1.R1039 

g3326505 
BLASTX 
g3738332 
563 

9.0e-58 

185 

59 

(AC005170) putative eukaryotic initiation factor 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193354 

9518_2.R1039 

g5044473 

BLASTX 

g3738332 

606 

8.0e-63 

223 

58 

(AC005170) putative eukaryotic initiation factor 
[Arabidopsis thaliana] 



Seq. No. 


193355 


Contig ID 


9528 1.R1039 


5 '-most EST 


LIB3083-105-Q1-L1-F11 


Method 


BLASTX 


NCBI GI 


g2244971 


BLAST score 


359 


E value 


2.0e-34 


Match length 


92 


% identity 


76 


NCBI Description 


(Z97340) hypothetical ; 


Seq. No. 


193356 


Contig ID 


9534 1.R1039 


5' -most EST 


LIB3083-105-Q1-L1-F6 


Method 


BLASTX 


NCBI GI 


g2191145 


BLAST score 


192 


E value 


2.0e-14 


Match length 


204 


% identity 


34 


NCBI Description 


(AF007269) A IG002NG1. 



4 gene product [Arabidopsis thaliana] 
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Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193357 

9538_1.R1039 

LIB3189-006-P1-K1-A5 

BLASTN 

gl2218 

100 

7.0e-49 

180 

89 

Sinapis alba chloroplast trnG gene for transfer RNA- 



■Gly 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193358 

9549JL.R1039 

LIB3145-014-Q1-K1-E11 

BLASTX 

g3461821 

410 

1.0e-39 

153 

56 

(AC004138) 
thaliana] 



putative nucleoside triphosphatase [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



193359 

9551JL.R1039 

uC-gsronu33B078d09bl 

BLASTX 

g4056457 

478 

1.0e-47 

128 
70 

(AC005990) ESTs gb 1234051 and gb|F13722 come from this 
gene. [Arabidopsis thaliana] 

193360 

9560_1.R1039 

uC-gsronu33B158c06b2 

BLASTX 

g2129471 

914 

7.0e-99 

228 

78 

glyceraldehyde-3-phosphate dehydrogenase (EC 1.2.1.12) 
precursor - Scotch pine >gi 11100223 (L32560) 
glyceraldehyde-3-phosphate dehydrogenase [Pinus sylvestris] 

193361 

9563JL.R1039 

LIB3189-032-P1-K1-A6 

BLASTX 

g2465015 

172 

3.0e-12 
137 
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II 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35 

(AJ001449) ripening-induced protein [Fragaria vesca] 
193362 

9565_1.R1039 

LIB3083-106-Q1-L1-B11 

BLASTX 

g2462733 

252 

1.0e-21 

69 

70 

(AC002292) Putative enoyl-CoA hydratase/isomerase 
[Arabidopsis thaliana] 

193363 

9568_1.R1039 

LIB3197-056-Q1-M1-A11 

BLASTX 

g462187 

343 

3.0e-32 

108 

69 

SERINE HYDROXYMETHYLTRANSFERASE, MITOCHONDRIAL PRECURSOR 
(SERINE METHYLASE) (GLYCINE HYDROXYMETHYLTRANSFERASE) 
(SHMT) >gi|282928 |pir| IA42906 serine 

hydroxymethyltransf erase - garden pea >gi 1169158 (M87649) 
serine hydroxymethyltransf erase [Pisum sativum] 

193364 

9571JL.R1039 

uC-gsflmaxxa064b03bl 

BLASTX 

g421843 

520 

8.0e-53 

155 

68 

protein kinase (EC 2.7.1, 
>gi|217861|dbj |BAA01715| 



kinase [Arabidopsis thaliana] 



37) 5 - Arabidopsis thaliana 
(D10909) serine/threonine protein 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193365 

9571_2.R1039 

LIB3166-039-P1-K1-D4 

BLASTX 

g421843 

64 9 

5.0e-68 

159 

77 

protein kinase (EC 2.7.1. 
>giI217861|dbj |BAA01715| 



kinase [Arabidopsis thaliana] 



37) 5 - Arabidopsis thaliana 
(D10909) serine/threonine protein 



Seq, No. 



193366 



25946 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



9571_3.R1039 

LIB3148-002-P1-K1-A5 

BLASTX 

g421843 

544 

2.0e-85 

215 

76 

protein kinase (EC 2.7.1; 
>gi|217861|dbj |BAA01715| 



37) 5 - Arabidopsis thaliana 
(D10909) serine/threonine protein 



kinase [Arabidopsis thaliana] 
193367 

9577_1.R1039 

LIB3145-028-Q1-K1-H6 

BLASTX 

g3337361 

1324 

1.0e-146 

328 

70 

(AC004481) ankyrin-like protein [Arabidopsis thaliana] 
193368 

9580_1.R1039 

LIB3146-003-P1-K1-A9 

BLASTX 

g2464855 

177 

1.0e-12 

163 

40 

(Z99707) myb-related protein [Arabidopsis thaliana] 
193369 

9593_1.R1039 

g5045055 

BLASTX 

g3080420 

883 

3.0e-95 

271 

62 

(AL022604) putative sugar transporter protein [Arabidopsis 
thaliana] 

193370 

9609JL.R1039 

LIB3083-107-Q1-L1-C12 

BLASTX 

gl519680 

185 

2.0e-13 

149 

30 

(U67953) contains similarity to C3HC4-class zinc finger 
(PS;PS00518) [Caenorhabditis elegans] 



25947 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 



193371 

9610^1. R1039 

LIB3272-015-P1-K1-D4 

BLASTX 

g2191150 

948 

1.0e-103 

220 

38 

(AF007269) similar to mitochondrial carrier family 
[Arabidopsis thaliana] 

193372 

9610_2.R1039 

LIB3120-023-Q1-K1-E4 

BLASTX 

g2191150 

501 

2.0e-50 

136 

42 

(AF007269) similar to mitochondrial carrier family 
[Arabidopsis thaliana] 

193373 

9611JL.R1039 

g5048917 

BLASTX 

g2760362 

657 

6.0e-69 

138 

90 

(AF016511) 15.9 kDa subunit of RNA polymerase II 
[Arabidopsis thaliana] 

193374 

9615_1.R1039 

LIB3083-107-Q1-L1-C7 

BLASTX 

g3834309 

640 

1.0e-66 

271 

46 

(AC005679) Strong similarity to glycoprotein EP1 gb|L16983 
Daucus carota and a member of S locus glycoprotein family 
PF| 00954. ESTs gb|F13813, gb|T21052 / gb|R30218 and 
gb|W43262 come from this gene. [Arabidopsis thaliana] 

193375 

9621_1.R1039 

uC-gsronu33B134b03bl 

BLASTX 

gl943751 

657 



25948 



E value 


4.0e-69 


Match length 


137 






NCRT np<?rrint"inn 
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pzotexn^ complete sequence -^gx ! / oZzjz ^uyo^iooj type 
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ociji IN (J * 


1 Q^7£ 
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Q^^n i pi n^o 

jujU X • KlUjy 




T,TR^T4 R-O^'Q— Hi -K"l — R£ 

illDJll J U*i.7 ^X L\X JZ> u 






NCBI GI 


y'a^.jQ.jJU 


BLAST score 


237 


E value 


7*0e-20 


Ma1~f' , l"i 1 onrrt"Vi 

Lid _L v>l IvJ U-il 


XI X 


S: i riATlt" "i i" V 

O XUdlLX L y 


41 

1 X 




Vriv^-u u / jl jo ; picciiuccu pxotexn ox unKnown runction 




LH.raoxa.opsxs unaxxanaj 


OeCJ. LNG • 


1 Q^^77 


uonrxg id 


yo4o x.Kiuoy 


>J L. Hi O X 


rrRHA R7C>4 


1 1~ Ullf tl 




NCR! GT 


rr41 Q1 77ft 


BLAST score 


550 


E value 


3.0e-56 


M3"f~^Vi 1 £i T"i /T Vi 

L v laLQ--Xl xeiiyun. 


1 A fi 

Xfi 0 


& "i Hont" t "Hw 
o -LvJ.t;li 1 LLy 


71 
/ X 


NCBI Description 


(AC005917) putative nucleosome assembly protein I 




[Arabidopsis thaliana] 


Oc(|< IN U • 


1 Q^^7Q 


L/UIiuXy XL/ 


yo4o x.Kiujy 




uu — gsronu ooJdx4 /du /dx 


ocCJ . JNO • 




Pr>-n-( — J T FN 




J ILLvJo U Hj O 1 


iiiDji^O U4 ^ ^i. rvl Jd4 


1 iC UlivJU 


OXjjTiO X/i. 


NCBI GI 


g3096922 


BLAST score 


209 


E value 




Ludcoii xeriyT-n 


4 D 


Q T ^ 4™ 1 -4* T T 

i> luenLiuy 


y x 


iNwisj. uescripnon 


(AiiUzouy4; puratxve protein LAraoxaopsxs tnalxanaj 


oeq • lno • 




uonx.xy xu 


QCRR 1 D1 ma 




T TR^T^ 7 — f)A A — HI — T<rl — 1?1 

iiJLDJl*! / "Uyy J\X HjX 


Mot H piH 


oXltiO i A 


NCBT GT 

LNV^-J_>X V7X 




BLAST score 


356 


E value 


8.0e-34 


Match length 


69 


% identity 


100 


NCBI Description 


(S68003) actin [Striga asiatica=witchweed, Kuntze, Peptide 




Partial, 114 aa] [Striga asiatica] 



25949 



# 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 



193381 

9659_1.R1039 
uC-gsronu33B127e02bl 

193382 

9661JL.R1039 

LIB3147-019-Q1-K1-B1 

BLASTX 

g4510354 

209 

3.0e-16 

157 
40 

(AC006921) unknown protein [Arabidopsis thaliana] 
193383 

9666J..R1039 
LIB3120-010-Q1-K1-C8 

193384 

9669JL.R1039 

uC-gsronu33B060hl2bl 

BLASTX 

g3135265 

366 

5.0e-35 

89 

73 

(AC003058) unknown protein [Arabidopsis thaliana] 
193385 

9670JL.R1039 

uC-gsflnu33B003g06bl 

BLASTX 

g4309738 

283 

2.0e-25 

73 

70 

(AC006439) putative tubby protein [Arabidopsis thaliana] 
193386 

9671_1.R1039 

LIB3189-013-P1-K1-C4 

BLASTX 

g2828293 

685 

6.0e-72 

278 

48 

(AL021687) putative protein [Arabidopsis thaliana] 
193387 

9673__1.R1039 

g5047708 

BLASTX 



25950 



NCBI GI 


If 

g421843 


BLAST score 


biy 


E value 


z . ue-o / 


Match length 




% identity 


59 


NCBI Description 


protein 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



nase (EC 2.7.1.37) 5 - Arabidopsis thaliana 
>gi|217861|dbj IBAA01715I (D10909) serine/threonine protein 
kinase [Arabidopsis 'thaliana] 

193388 

9676JL.R1039 

uC-gsflmaxxa010a04bl 

BLASTX 

g3548818 

275 

3.0e-24 

91 

60 

(AC005313) unknown protein [Arabidopsis thaliana] 



193389 

9679_1.R1039 

LIB3197-058-Q1-M1-G2 

BLASTX 

gl351014 

842 

2.0e-90 

218 

78 

40S RIBOSOMAL PROTEIN S8 >gi | 968902 | dbj | BAA07207 | 
ribosomal protein S8 [Oryza sativa] 



(D38010) 



Seq. No. 
Contig ID 



193390 

967 9_2.R1039 

LIB3148-035-Q1-K1-H7 

BLASTX 

gl498053 

527 

6.0e-89 

209 

82 

(U64436) ribosomal protein S8 [Zea mays] 
193391 

9679_3.R1039 

g5049899 

BLASTX 

g!351014 

833 

3.0e-89 

219 

75 

40S RIBOSOMAL PROTEIN S8 >gi | 968 902 | db j | BAA07207 | 
ribosomal protein S8 [Oryza sativa] 

193392 

9679 4.R1039 



(D38010) 



25951 



5 1 -most EST 


LIB3272-010-P1-K1-B12 


Method 


BLASTX 


NCBI GI 


g3264759 


BLAST score 


543 


E value 


1 . Oe-55 


Match length. 


132 


% id.en.titv 


82 


NCBI Description 


(AFQ71889} 40S ribo^nmsl nrntpin ^ft fPrnnn<" flrmpniarp 


Sea No 


193393 


fnntia ID 


X * Xv J. \J ~-) Zs 


5 '-most EST 


LIB3083-108-O1-L1-B1 


Method 


BLASTX 


NCBI GI 


g4204265 


BLAST score 


156 


E value 


4 . Oe-10 


Match length 


131 


% idpnt i t v 


37 


NCBI Description 


(AC005223) 4S643 TArabi dons-i fh^l i^nsl 


O C • XN \J • 




Pnnf -i rr TT) 

vUllt±U X. u 


Q^Q *5 i oi H3Q 


S ' — Tno«;t 


XlXDjyO J 1UO Sti-L Xj X DiU 


Method 


BLASTX 


NCBI GI 


g2281102 


BLAST score 


168 


W. T7"3 lllP 
J_j V CL-L. UC 




Match 1 t^nnth 


86 




48 




fZ\r0n2333^ ^FH 6 i ciol nrr T A-r^V^-i HrM^c -i c; fhal -i anal 


iJC^t X\J W • 


1 9339^1 


Print - i rr TD 


9687 1 R1 D3Q 


5 ' -most EST 


LIB3083-108-O1-L1-B3 


Method 


BLASTX 


NCBI GI 


gll73327 


BLAST score 


399 


E value 


6.0e-39 


Match length 


86 


% identity 


90 


NCBI Description 


U2 SMALL NUCLEAR RIBONUCLEOPROTEIN A T (U2 SNRNP-A' ) 



>gi|322619|pir| IS30580 U2 snRNP protein A f - Arabidopsis 
thaliana >gi | 17669 | emb | CAA48890 | (X69137) U2 small nuclear 
ribonucleoprotein A f [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 



193396 

9693JL.R1039 
LIB3083-108-Q1-L1-B9 

193397 

9695_1.R1039 
uC-gsronu33B015d09bl 

193398 

9700JL.R1039 

uC-gsflnu33B144e07bl 

BLASTX 



25952 



NCBI GI 


gl421730 




BLAST score 


337 




E value 


1 . Ue-ol 




Match lengtn 


O / 




% identity 


75 




NCBI Description 


(U43082) RF2 [Zea mays] 




Seq. No. 


193399 




Contig ID 


a ~ a 1 Ti 1 a o a 

9703 1.R1039 




5 1 -most EST 


LiBJiy /-uoo-yi-Mi-BD 




Method 


dIjAo J. a 




NCBI GI 


g3212869 




BLAST score 


1475 




E value 


1 . Oe-164 




Match lengtn 


c a c 

595 




% identity 


71 




NCBI Description 


(AC004005) unknown protein 


[Arab 


Seq* No. 


193400 




Contig ID 


9703_3.R1039 




o -most EST 


LIB314 9-048-Q1-K1-E9 




Method 


BLASTX 




NCBI GI 


g3212869 




BLAST score 


722 




E value 


1 . Oe-76 




Match length 


148 




% identity 


A A 

90 




NCBI Description 


(AC004005) unknown protein 


[Arab 


Seq. No. 


193401 




Contig ID 


9705_1.R1039 




o T -most EST 


________ ""5 '"J T1 A "~J AU *I A"L_ 'I 

uC-gsronu33B078bl0bl 




Method 


BLASTX 




INO-jI ol 


g2642448 




BLAST score 


457 




E value 


2.0e-45 




Match length 


184 




% identity 


53 




NCBI Description 


(AC002391) hypothetical protein 



>gi I 3169187 
thaliana] 



(AC004401) hypothetical protein [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



193402 

9707_1.R1039 

LIB3166-048-P1-K1-C4 

BLASTX 

g3201615 

316 

4.0e-29 

112 

60 

(AC004669) unknown protein [Arabidopsis thaliana] 
193403 

9715_1.R1039 
LIB3083-108-Q1-L1-D7 



25953 



# 



Seq, No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193404 

9721_1.R1039 

g5046129 

BLASTX 

g2213643 

538 

7.0e-55 

141 

72 

(U57338) glossyl homolog [Oryza sativa] 
193405 

9723JL.R1039 

g5045072 

BLASTX 

g2498464 

224 

5.0e-18 

74 

62 

28 KD HEAT- AND ACID-STABLE PHOSPHOPROTEIN (HASPP28) ( PDGF 
ASSOCIATED PROTEIN) >gi 11136584 (U41745) PDGF associated 
protein [Homo sapiens] >gi | 1589642 |prf || 2211382B 
platelet-derived growth factor-associated protein [Homo 
sapiens] 

193406 

9723_2.R1039 

LIB3146-028-Q1-K1-B6 

BLASTX 

gl!36586 

166 

3.0e-ll 

74 

49 

(U41744) PDGF associated protein [Rattus norvegicus] 
>gi|1589641|prf | | 2211382A platelet-derived growth 
factor-associated protein [Rattus norvegicus] 

193407 

9743JL.R1039 

uC-gsflmaxxa041e05bl 

BLASTX 

g4263712 

482 

3.0e-48 

120 

72 

(AC006223) 
thaliana] 



putative ribosomal protein S12 [Arabidopsis 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



193408 

9751_1.R1039 

uC-gsflnu33B023c05bl 

BLASTN 

g3821780 

34 



25954 



E value 


o Ho— HQ 


J\A a 4t j-i V* 1 ^ i~* \~ \\ 

rJatcn xenyL.il 


jj 


% identity 


59 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


oeq. wo . 


1 y oh uy 


LOrlLly 1U 




C 1 _m ^ c -f- TP C T 1 
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DLinO 1 jf\ 


NCBI GI 
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BLAST score 


236 


E value 


9.0e-20 


Match length 


93 


% identity 


49 


NCBI Description 


HYPOTHETICAL 15.9 KD PROTEIN C4A8 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



>gi I 4490640 | emb| CAB11472.il (Z98762) SPAC4A8.02c, unknown, 
len:142aa, similar eg. to YJBQ _EC0LI, P32698, hypothetical 
15.7 kd protein, (138aa), fast a scores, opt:403, E(): 
2.4e-32, (41.0% identity in 134 aa overlap) 
[Schizosaccharomyces pombe] 

193411 

9758JL.R1039 

LIB3145-001-P1-K1-C8 

BLASTX 

g729882 

754 

2.0e-80 

151 

88 

CASEIN KINASE II BETA 1 CHAIN (CK II) 

>gi|1076300|pir| IS47968 casein kinase II (EC 2,7.1.-) beta 
chain CKB2 - Arabidopsis thaliana >gi | 467975 (U03984) 
casein kinase II beta subunit CKB2 [Arabidopsis thaliana] 
>gi | 2245122 | embi CAB10544 | (Z97343) unnamed protein product 
[Arabidopsis thaliana] 

193412 

9761_1.R1039 

LIB3166-010-P1-K1-H9 

BLASTX 

gl524370 

268 

5.0e-43 

134 

65 

(X92491) TOM20 [Solanum tuberosum] 
193413 

9762_1.R1039 

LIB3083-112-Q1-L1-G7 

BLASTX 

g3080420 



25955 



BLAST score 


835 


E value 


8.0e-98 


rldLL-ll -Ltrliy Lil 
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NCBI GI 


g3309168 


BLAST score 
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O ILLUo L JLOl 


T.TR^I ^^-fll 1 -P1 -K1 -A1 


i it; uiivju 




NCBI GI 


g4469023 


BLAST score 


562 


T7 1 tt 5 1 11 a± 
£j ValUc 




Match length 




% identity 


04 


NCBI Description 


(ALUoooUzj putarive prorexn [Araoiaopsis rnananaj 


beq. No. 




uontxg xd 


y / / o i . kiu j y 


O "IllOSL HjOI 




LYIQ tuOU 




NCBI GI 


g2252841 


BLAST score 


339 


E value 


i • ue o i 


L*iai.cn lenytn 


IjZ 


% identity 


4 y 


NL/oi uescrxpiiion 


uio^ y j ; jno aeEiniuion ±me rouna L/\raDiaopsis t.ria.xj-a.na 


beg. no. 


1 C5 A 1 7 


contig lu 


y/oo i.Kiuoy 


O IILQSU IliO 1 


T TR^flP^-1 HQ— ni — T 1 -ri 1 


iMeunoa 


£3J_lH.o 1 A 


NCBI GI 


g2829870 


BLAST score 


351 


ri vaxue 


4 . U6 jj 


LYiai.cn xengt.n 


IOC 
Xo J 


% identity 


4 y 


NCBI Description 


(fiL-uuz^y 0 ; riypotineticai protein [iiraoiuopsis Lnaiianaj 


Seq. No. 


iyj4 lo 


Contig ID 


9795 1.R1039 


5' -most EST 


g5048206 


Method 


BLASTX 


NCBI GI 


g3309170 


BLAST score 


886 



25956 



E value 


0 Ho— QR 


Marcn lengtn 


3 1 D 


■5 identity 




NCBI Description 


{Ahv 1 ±o ) UUiry complex suDunit 4 [riuo niuoouxubj 


Seq. No. 


iyo4iy 


Contig ID 


yyu / i . RiUoy 




LIDjUO J iU5 yi ±j-L IIjX 


Method 




NCBI GI 


g2558654 


BLAST score 


554 


E value 


o • ue o / 


Match length 


1 


% identity 


ou 


nobi Description 


^HL-UU<6O04 ; 1NO ueilUltlOu line J.OUIlU. [rtldiJlUUpolo 


Seq. No. 


1 Q"3 A on 


Contig ID 


yoz4 i . Kiuoy 


o most jlioi 


LIDjUO J IUj yi J-il £4 


Method 


BLAb IX 


NCBI GI 


g j 4 -L j / lb 


BLAST score 




E value 


4.0e-27 


Match length 


287 


% identity 




NCBI Description 


(AOUU4/4/) unknown protein [AraDiaopsis tnaxiana 




>gi I 3643589 (ACuUooyo) unknown protein LAraoiaop 




thaliana] 


Seq. No. 


193421 


Contig ID 


yoJz i.Kiuoy 


C 1 _mAcf TCP 




Method 


BLASTX 


NCBI GI 


g3877951 


BLAST score 


193 


E value 


2.0e-14 


Match length 


132 



% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34 

(Z81555) predicted using Genefinder [Caenorhabditis 
elegans] 

193422 

9840_1.R1039 
LIB3197-046-Q1-M1-B2 

193423 

9842_1.R1039 

LIB3083-109-Q1-L1-H1 

BLASTX 

g4539460 

436 

7.0e-43 

243 

4 

(AL049500) putative protein [Arabidopsis thaliana] 



Seq. No. 



193424 



25957 



Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



9851_1.R1039 
LIB3083-109-Q1-L1-H8 

193425 

9855_2.R1039 

LIB314 9-048-Q1-K1-B7 

193426 

9856_1.R1039 

LIB3135-035-Q1-K1-C8 

BLASTX 

g2500354 

1087 

1.0e-119 

219 

93 

60S RIBOSOMAL PROTEIN L10 (EQM) >gi | 1902894 | dbj | BAA1 94 62 | 
(AB001891) QM family protein [Solanum melongena] 

193427 

9860JL.R1039 

uC-gsronu33B055d02bl 

BLASTX 

g464621 

521 

6.0e-53 

159 

68 

60S RIBOSOMAL PROTEIN L6 (YL16-LIKE) >gi | 280374 ipir || S28586 
ribosomal protein ML16 - common ice plant 
>gi|19539|emb|CAA49175| (X69378) ribosomal protein YL16 
[Mesembryanthemum crystallinum] 

193428 

9862JL.R1039 
LIB3083-110-Q1-L1-C11 

193429 

9867JL.R1039 
LIB3083-110-Q1-L1-D12 

193430 

9869_1.R1039 

LIB3083-110-Q1-L1-E10 

BLASTX 

g2739389 

455 

3.0e-45 

141 

36 

(AC002505) Cf-2.2 like protein [Arabidopsis thaliana] 
193431 

9872_2.R1039 

LIB3083-110-Q1-L1-E9 

BLASTX 

gl009234 



25958 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



583 

2.0e-72 

190 

74 

(L38829) SUP2 gene product [Nicotiana tabacum] 
193432 

9875_1.R1039 

LIB3083-111-Q1-L1-E3 

BLASTX 

g3152559 

655 

2.0e-68 

162 

73 

(AC002986) Similarity to A. thaliana gene product 
F21M12.20, gb|AC000132. EST gb 1225651 comes from this gene. 
[Arabidopsis thaliana] 

193433 

9881_1.R1039 

uC-gsronu33B144f09bl 

BLASTX 

g2980777 

691 

1.0e-72 

273 

56 

(AL022198) putative protein [Arabidopsis thaliana] 
193434 

9883JL.R1039 

LIB3083-110-Q1-L1-H12 

BLASTX 

gl29594 

922 

1.0e-105 

231 

79 

PHENYLALANINE AMMONIA-LYASE >gi | 2146799 | pir | IS66343 
phenylalanine ammonialyase (EC 4.3.1.5) 1 - common tobacco 
>gi | 170350 (M84466) phenylalanine ammonia lyase [Nicotiana 
tabacum] >gi 1 2564057 | db j | BAA22 948 | (AB008200) phenylalanine 
ammonia-lyase [Nicotiana tabacum] 

193435 

9885_1.R1039 

LIB3083-111-Q1-L1-A1 

BLASTX 

g!732587 

216 

2.0e-17 

69 

59 

(U73203) farnesyltransf erase beta subunit [Nicotiana 
glutinosa] 



25959 



Seq. No. 
Contig ID 
5' -most EST 



193436 

9887JL.R1039 
LIB3083-111-Q1-L1-A3 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193437 

9889_1.R1039 

uC-gsflmaxxa054b04bl 

BLASTX 

g3269293 

155 

6.0e-ll 

153 
32 

(AL030978) putative protein [Arabidopsis thaliana] 
193438 

9891JL.R1039 

LIB3135-026-Q1-K1-G7 

BLASTX 

g4544399 

774 

1.0e-82 

174 

85 

(AC007047) putative beta-ketoacyl-CoA synthase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



193439 

9894JL.R1039 

LIB3083-111-Q1-L1-B2 

BLASTN 

g4544381 

42 

3.0e-14 

221 
83 

Arabidopsis thaliana chromosome II BAC F16F14 genomic 
sequence, complete sequence 



193440 

9896JL.R1039 

LIB3189-039-P1-K1-F6 

BLASTX 

gl808656 

615 

4.0e-64 

149 

78 

(Y10804) Ubiquitin activating enzyme El 



[Nicotiana tabacum] 



193441 

9898_1.R1039 

LIB3135-046-Q1-K1-A8 

BLASTX 

g2244835 

253 

1.0e-21 



25960 




x v _duuix icxxyun 




15 ivj.cXXL.iuy 




i\IL>X_Sl UciJUliptlUIl 


/ JJ / j piuLclll Js.lXXdofc; XXUXLLU-LUy [riiaXJlUUpblo U.XId_L_La.XXc- J 


Cart \\r\ 

oeq . wo • 




LOIlLiy 1XJ 






LIB3147-056-O1-K1-H8 


/~\ 

rit! Uilvjvj. 


-jIjXt.O 1 A 


NCRT 


a2494144 


BLAST score 


161 


E value 


6,0e-20 


ridUL-Il mxxy UX1 


X U *i 


^ i cent it. y 




nl,__si uescripLion 


^ u u o _i y j preaicmea leucine ncn prouem L_H.raDiaopsis 




T,nanana j 


C a r* Ma 

oecj • lno . 


i3jy*ij 


wOIiXjLy 1JJ 


JO jO j*I\1Uj_J 




XJX OJ6 / UIO JT X I\X Xl-1 


Mot" Vi nH 


Dllflkj 1 zV 


NCBI GI 


g2244835 


BLAST score 


246 


Hi value 


1 f)(=v-9fi 


ria. ucxi xengtn 


O .7 


^ identity 


/ 1 


NCBI Description 


(Z97337) protein kinase hoinolog [Arabidopsis thaliana] 


.beg. no. 


1 / A A 


uonxxg xu 


yyuo i.Kiujy 


O XllUo L X_jO 1 


rr^OA A&A Q 


Lit: LliUU 




NCBI GI 


g3341694 


BLAST score 


348 


Ej Value 


i • ue 


ft/Ta +* ft Vi 1 *~* ^ " 

L v JatL.n _Lt5llyL.lI 


1 f± o 


o _L KJiKi III — L t_ _y 


*± o 


in^x-si uescrip uion 


Iauuujd / zj rKx_io iijce protein [ifiraoiaopsis tnananaj 


oeg* INO. 


1 _? j . 40 


uontig id 


yyiy l.Kiuoy 




gbliniaXAaUlJaUZDl 


L J\5 ui-v_/L~. 




NCBI GI 


g2959358 


BLAST score 


588 


E_ value 


O fit-*— £*3 


l v ldL.t_-XX icxxytxx 


1 97 


& T i—* 4— 1 4" T T 

xaeriT-icy 


07 


NCBI Description 


(X96758) clathrin coat assembly protein AP17 [Zea mays 


beg. wo. 


li?04 4 o 


uonrig id 


QQ01 1 D1 ^"3Q 


R ' -Tfinqt' TTQT 1 

•J ILIAJO L. £jO i. 


1 1 -HI -T.I -ITfi 

illDJUOJ XXX ^X XJX £j \J 


Method 


BLASTX 


NCBI GI 


g3080420 


BLAST score 


503 


E value 


6.0e-51 


Match length 


121 



25961 



% identity 

NCBI Description 



78 

(AL022604) putative sugar transporter protein [Arabidopsis 
thaliana] 



Seq. No. 


193447 


Contig ID 


9930JL.R1039 


C 1 —4- T7 O rn 

D — IQOSt. JtjOl 


LIdJUoj" 111 \}X —Lil — r / 


Method 


nr 7\ prnv 

BliAb I A 


NCBI bl 


gzoz /DDI 


BLAST score 


coo 


E value 


d . ue-oo 


Match length 


193 


% identity 


c n 
OU 


NLoi Description 


^ii-bUZ 1 OJ / J fiyUL llKc piOLcin ]_iiXcaJJXU.vJ|JoXo UlldXXctllci 


Seq. No. 


T C\ 1 A A O 

iyo44o 


Contig ID 


9932 1.R1039 


5 '-most EST 


uC-gsflnu33B083d05bl 


Method 


DT 7\ C TV 

oLAb i A 


NCBI Gl 


g4 o 3b /ol 


BLAST score 


703 


E value 


3. Oe-74 


Match length 


183 


% identity 


38 


NCBI Description 


(AC006284) putative methyltransf erase [Arabidopsis 




thaliana] 


Seq. No. 


193449 


Contig ID 


9933JL.R1039 


5 '-most EST 


LIB3147-042-Q1-K1-F6 


Method 


BLASTX 


NCBI GI 


g2677830 


BLAST score 


565 


E value 


4 . Ue- to 


Match length 


162 


% identity 


85 


NCBI Description 


(U93168) ribosomal protein L12 [Prunus armeniaca] 


Seq. No. 


193450 


Contig ID 


9938_1.R1039 


5 ' -most EST 


uC-gsf lnu33B023f 0 obi 


Seq. No. 


iy^4oi 


Contig ID 


9941 1.R1039 


5 '-most EST 


LIB3146-007-Q1-K1-E11 


Method 


BLASTX 


NCBI GI 


g!351408 


BLAST score 


268 


E value 


1.0e-28 


Match length 


83 


% identity 


77 


NCBI Description 


VACUOLAR PROCESSING ENZYME PRECURSOR (VPE) 



>gi|1076563|pir||S51117 cystein proteinase - sweet orange 
>gi| 633185|emb|CAA87720| (Z47793) cystein proteinase (by 
similarity) [Citrus sinensis] >gi | 1588548 | prf | | 2208463A 
vascular processing protease [Citrus sinensis] 



25962 



Seq* No. * _ 


i yo4oz 


Contig ID 


yy4o i.Riuoy 


o — most bbi 


LiIJdoUcso - yi— JjI— fiz 


Method. 


Dli-Ho 1 A 


NCBI GI 


g3063448 


BLAST score 


734 


E value 


y . ue / o 


Matcn lengtn 


z4 o 


% identity 


DO 


NCBI Description 


(Auuujyoij rizuio.iu LAraoiciopsis t.nai 


Seq. No. 


iy J4o J 


Contig ID 


yy4y l.Riujy 


C T — — j_ TPCrp 

3 IuOSl rijbi 




Method 


DT TIQTY 


NCBI GI 


g2982458 


BLAST score 


648 


E value 


o . ue- do 


Match length 


1 *7 1 


% identity 


/o 


NCBI Description 


(ALUzzzzJ) putative protein LAraDiaops 


Seq. No. 


193454 


Contig ID 


9952 l.RlOiy 


o -most kbT 


Llbolo y— UD^-Fl-Jxl-blz 


Method 


dMo 1 A 


NCBI GI 


g456568 


BLAST score 


786 


E value 


/ . Ue-o4 


Matcn lengtn 


14o 


% identity 


98 


NCBI Description 


(L29077) ubiquitin conjugating enzyme 


Seq. No. 


193455 


Contig ID 


9952 2.R1039 


o, — roost EST 


LIB^lop-Uz /-Pl-Kl-Eo 


Method 


" T3T 7i C TV 




y *fc Ofl jo / 


BLAST score 


785 


E value 


9.0e-84 


Match length 


148 


% identity 


97 


NCBI Description 


UBIQUITIN-CONJUGATING ENZYME E2-17 KD 



LIGASE 10) (UBIQUITIN CARRIER PROTEIN 10) 

>gi I 421858 Ipir | | S32672 ubiquitin — protein ligase (EC 

6.3.2.19) UBC10 - Arabidopsis thaliana 

>gi|297878|emb|CAA78715| (Z14991) ubiquitin conjugating 
enzyme [Arabidopsis thaliana] >gi 1349213 (L00640) ubiquitin 
conjugating enzyme [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



193456 

9952_5.R1039 

LIB3165-026-P1-K1-D3 

BLASTX 

g464981 

470 

3.0e-47 



25963 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



95 
92 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD {UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN} >gi 1388207 (L23762) 
ubiquitin carrier protein [Lycopersicon esculent urn] 

193457 

9957_1.R1039 

LIB3165-027-P1-K1-E12 

BLASTX 

g3142301 

207 

3.0e-16 

114 
48 

(AC002411) Contains similarity to neural cell adhesion 
molecule 2, large isoform precursor gb|M76710 from Xenopus 
laevis, and beta transducin from S. cerevisiae gb[Q0594 6. 
ESTs gb|N65081 gb|Z30910, gb|Z34190, gb|Z34611, gb|R30101, 
gb|H3630 



Seq. No. 


193458 


Contig ID 


9960_1.R1039 


5' -most EST 


LIB3083-112-Q1-L1-B8 


Seq. No. 


193459 


Contig ID 


9962 1.R1039 


5 '-most EST 


g5045643 


Method 


BLASTX 


NCBI GI 


g3402282 


BLAST score 


412 


E value 


5.0e-40 


Match length 


154 


% identity 


50 


NCBI Description 


(AJ000997) proline-rich protein [Solanum tuberosum] 


Seq. No'. 


193460 


Contig ID 


9964 1.R1039 


5" -most EST 


LIB314 6-033-Q1-K1-G1 


Seq. No. 


193461 


Contig ID 


9967 1.R1039 


5' -most EST 


LIB3083-112-Q1-L1-D1 


Method 


BLASTX 


NCBI GI 


g4567235 


BLAST score 


365 


E value 


1.0e-34 


Match length 


114 


% identity 


61 


NCBI Description 


(AC007119) putative phosphatidylinositol/phophatidylchol 




transfer protein fArabidopsis thaliana] 


Seq. No. 


193462 


Contig ID 


9969 1.R1039 


5 '-most EST 


LIB3083-112-Q1-L1-D3 


Method 


BLASTX 


NCBI GI 


g4455367 



25964 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



262 

8.0e-23 

128 

31 

(AL035524) putative protein [Arabidopsis thaliana] 



193463 

9971_1.R1039 

LIB3197-028-Q1-M1-A7 

BLASTX 

g4539390 

1097 

1.0e-120 

227 

92 

(AL035526) shaggy-like protein kinase etha 
[Arabidopsis thaliana] 



(EC 2.7.1.-) 



193464 

9971_2.R1039 

LIB3166-023-P1-K1-A10 

BLASTX 

g4539390 

511 

7.0e-52 

112 

88 

(AL035526) shaggy-like protein kinase etha (EC 2.7.1.-) 
[Arabidopsis thaliana] 

193465 

9979J..R1039 

LIB3083-112-Q1-L1-F8 

BLASTX 

g4426565 

166 

3.0e-ll 

84 

39 

(AF031483) unknown [Rattus norvegicus] 
193466 

9985_1.R1039 , 
g3326500 

193467 

9990_1.R1039 

LIB3083-113-Q1-L1-A11 

BLASTX 

g3643603 

477 

4.0e-88 

253 

65 

(AC005395) unknown protein [Arabidopsis thaliana] 



Seq. No. 



193468 



25965 



Cbntig ID 
5' -most EST 



10003JL.R1039 
LIB3189-035-P1-K1-A7 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193469 

10008_1.R1039 

LIB3083-113-Q1-L1-B7 

BLASTN 

g2342495 

49 

2.0e-18 

172 
85 

Ananas comosus mRNA for bromelain, complete cds 
193470 

10014_1.R1039 

uC-gsronu33B057g06bl 

BLASTX 

g!762130 

739 

1.0e-78 

164 
91 

(U46136) chaperonin-60 beta subunit [Solanum tuberosum] 
193471 

10024_1.R1039 

LIB3189-008-P1-K1-C11 

BLASTX 

g2088649 

341 

4.0e-35 

126 

63 

(AF002109) unknown protein [Arabidopsis thaliana] 
193472 

10030_1.R1039 

LIB3165-001-Q1-K1-E1 

BLASTX 

g3747111 

355 

9.0e-41 

151 

58 

(AF095641) MTN3 homolog [Arabidopsis thaliana] 
193473 

10032_1.R1039 

g3326039 

BLASTX 

g2967452 

252 

2.0e-21 

131 

44 

(AB010882) hSNF2H [Homo sapiens] 



25966 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
.E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



>gi|4507075|ref | NP_003592 . 1 | pSMARCAS | SWI/SNF related, 
matrix associated, actin dependent regulator of chromatin, 
subfamily a, member 

193474 

10034_1.R1039 

LIB3083-113-Q1-L1-D9 

BLASTX 

g4406775 

285 

3.0e-25 

154 

42 

(AC006836) unknown protein [Arabidopsis thaliana] 
193475 

10036_1.R1039 

uC-gsronu33B114c03bl 

BLASTX 

g4567226 

166 

2.0e-ll 

46 

65 

(AC007119) unknown protein [Arabidopsis thaliana] 
193476 

10040__1.R1039 
g5046060 

193477 

10043_1.R1039 

LIB3083-113-Q1-L1-E7 

BLASTX 

g4314378 

231 

7.0e-19 

103 

44 

(AC006232) putative lipase [Arabidopsis thaliana] 
193478 

10048_1.R1039 

LIB3135-022-Q1-K1-E7 

BLASTX 

g3367591 

161 

1.0e-10 

109 

36 

(AL031135) putative protein [Arabidopsis thaliana] 
193479 

10049__1.R1039 
uC-gsronu33Blllallbl 



Seq. No. 



193480 



25967 



C-ontig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



10051_1.R1039 

LIB3189-033-P1-K1-D1 

BLASTX 

g3776005 

220 

9.0e-35 

147 

61 

(AJ0104 66) RNA helicase [Arabidopsis thaliana] 
193481 

10058JL.R1039 

uC-gsronu33B021g!0bl 

BLASTX 

gl718097 

1091 

1.0e-119 

340 

58 

VACUOLAR ATP SYNTHASE SUBUNIT AC39 (V-ATPASE AC39 SUBUNIT) 
(41 KD ACCESSORY PROTEIN) { DVA4 1 ) >gi | 626048 | pir | |A55016 

lysosomal membrane protein DVA41 - slime mold 
(Dictyostelium discoideum) >gi 1 532733 (U13150) vacuolar 

ATPase subunit DVA41 [Dictyostelium discoideum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



193482 

10058_2.R1039 

LIB3083-113-Q1-L1-G11 

BLASTX 

gl718097 

487 

9.0e-49 

166 

56 

VACUOLAR ATP SYNTHASE SUBUNIT AC39 {V-ATPASE AC39 SUBUNIT) 
(41 KD ACCESSORY PROTEIN) (DVA41) >gi | 62 6048 | pir | I A55016 

lysosomal membrane protein DVA41 - slime mold 
(Dictyostelium discoideum) >gi 1532733 (U13150) vacuolar 

ATPase subunit DVA41 [Dictyostelium discoideum] 

193483 

10061_1.R1039 

LIB3083-113-Q1-L1-G3 

BLASTX 

g2281102 

271 

1.0e-23 

188 

44 

(AC002333) SF16 isolog [Arabidopsis thaliana] 
193484 

10064_1.R1039 

g5045301 

BLASTX 

g2245127 

258 



25968 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 
5 f -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



4.0e-22 

93 

57 

(Z97344) hypothetical protein [Arabidopsis thaliana] 
193485 

10065J..R1039 

uC-gsronu33B038c07bl 

BLASTN 

g3819163 

65 

4.0e-28 

165 

85 



NCBI Description Glycine max cctd gene 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI JDe script ion 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



193486 

10068_1.R1039 

LIB3083-113-Q1-L1-H2 

BLASTX 

g3819164 

1222 

1.0e-135 

261 
93 

(AJ012318) cytosolic chaperonin, delta-subunit [Glycine 
max] 

193487 

10068_2.R1039 

LIB3145-045-Q1-K1-C4 

BLASTX 

g3819164 

273 

4.0e-24 

59 

95 

(AJ012318) cytosolic chaperonin, delta-subunit [Glycine 
max] 

193488 

10069_1.R1039 

LIB3135-034-Q1-K1-C6 

BLASTX 

gll73218 

664 

1.0e-69 

130 

98 

40S RIBOSOMAL PROTEIN S15A >gi 1440824 (L27461) ribosomal 
protein S15 [Arabidopsis thaliana] >gi 12150130 (AF001412)-. 
cytoplasmic ribosomal protein S15a [Arabidopsis thaliana] 

193489 

10069_2.R1039 

LIB3166-004-P1-K1-D5 

BLASTX 



25969 



NGBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



gl!73218 
664 

1.0e-69 

130 
98 

40S RIBOSOMAL PROTEIN S15A >gi 1440824 (L27461) ribosomal 
protein S15 [Arabidopsis thaliana] >gi 12150130 (AF001412) 
cytoplasmic ribosomal protein S15a [Arabidopsis thaliana] 

193490 

10069_3.R1039 

g5050845 

BLASTX 

gl!73218 

415 

1.0e-40 

87 
93 

40S RIBOSOMAL PROTEIN S15A >gi | 440824 (L27461) ribosomal 
protein S15 [Arabidopsis thaliana] >gi 12150130 (AF001412) 
cytoplasmic ribosomal protein S15a [Arabidopsis thaliana] 

193491 

10069_4.R1039 

uC-gsflnu33B026g09bl 

BLASTX 

gll73218 

664 

1.0e-69 

130 

98 

40S RIBOSOMAL PROTEIN S15A >gi 1440824 (L27461) ribosomal 
protein S15 [Arabidopsis thaliana] >gi 12150130 (AF001412) 
cytoplasmic ribosomal protein S15a [Arabidopsis thaliana] 

193492 

10069_5.R1039 r 

g5045408 , ' 

BLASTX ^ 
gll73218 
643 

4.0e-67 

130 

95 

40S RIBOSOMAL PROTEIN S15A >gi 1440824 (L27461) ribosomal 
protein S15 [Arabidopsis thaliana] >gi 12150130 (AF001412) 
cytoplasmic ribosomal protein S15a [Arabidopsis thaliana] 

193493 

10069_6.R1039 

LIB3189-010-P1-K1-G9 

BLASTX 

gll73218 

487 

3.0e-49 

107 

97 



25970 



NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40S RIBOSOMAL PROTEIN S15A >gi 1440824 (L27461) ribosomal 
protein S15 [Arabidopsis thaliana] >gi 12150130 (AF001412) 
cytoplasmic ribosomal protein S15a [Arabidopsis thaliana] 

193494 

10073JL.R1039 

g5046312 

BLASTX 

g2497538 

649 

2.0e-87 

458 

43 

PYRUVATE KINASE, CYTOSOLIC ISOZYME >gi| 466350 (L08632) 
pyruvate kinase [Glycine max] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



193495 

10073_2.R1039 

LIB3147-037-Q1-K2-G4 

BLASTX 

g2497543 

735 

1.0e-77 

328 
47 

PYRUVATE KINASE, CYTOSOLIC ISOZYME >gi | 542061 | pir [ | S41379 
pyruvate kinase - common tobacco >gi | 444023 | emb | CAA82628 | 
(Z294 92) pyruvate kinase [Nicotiana tabacum] 

193496 

10073_3.R1039 
LIB3166-043-P1-K1-A8 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193497 

10078_1.R1039 

LIB3083-114-Q1-L1-A12 

BLASTX 

g4558553 

512 

1.0e-51 

172 

59 

(AC007138) putative potassium channel 
thaliana] 

193498 

10079_1.R1039 

LIB3083-114-Q1-L1-A3 

BLASTX 

gl817584 

218 

2.0e-17 

94 

44 

(Y08991) adaptor protein [Homo sapiens] 



[Arabidopsis 



Seq. NO. 



193499 



25971 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



10081_1.R1039 

g5047911 

BLASTX 

gl945611 

912 

3.0e-98 

434 

43 

(AB003103) 26S proteasome subunit p55 [Homo sapiens] 

>gi | 4506221 1 ref | NP_002807 . 1 1 pPSMD12 | proteasome (prosome , 

macropain) 26S subunit, non-ATPase, 



Seq. No. 


1 no C AA 

193500 


Contig ID 


10081 2.R1039 


5' -most EST 


LIB3145-014-Q1-K1-D11 


Method 


BLASTX 


NCBI GI 


g2827544 


BLAST score 


157 


E value 


2.0e-10 


Match length 


44 


% identity 


68 


NCBI Description 


(AL021635) HSP associat 




thaliana] 


Seq. No. 


193501 


Contig ID 


10081 3.R1039 


5' -most EST 


LIB3147-013-Q1-K1-E9 


Seq. No. 


193502 


Contig ID 


10087JL.R1039 


5 1 -most EST 


uC-gsf lmaxxa 0 9 6 f 0 2bl 


Seq. No. 


193503 


Contig ID 


10102__1.R1039 


5 1 -most EST 


LIB3189-001-P1-K1-F12 


Method 


BLASTX 


NCBI GI 


g285741 


BLAST score 


263 


E value 


7.0e-23 


Match length 


148 


% identity 


42 


NCBI Description 


(D14550) EDGP precursor 


Seq. No, 


193504 


Contig ID 


10105 1.R1039 


5* -most EST 


LIB3083-114-Q1-L1-C7 


Method 


BLASTX 


NCBI GI 


g3075391 


BLAST score 


583 


E value 


1.0e-64 


Match length 


230 


% identity 


56 


NCBI Description 


(AC004484) unknown prot< 


Seq. No. 


193505 


Contig ID 


10131 1.R1039 


5 '-most EST 


g5045390 



25972 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID , 

5' -most EST . 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2914706 

608 

5.0e-63 

217 

78 

(AC003974) 



putative homeobox protein [Arabidopsis thaliana] 



193506 

10131_2.R1039 

g5047800 

BLASTX 

g2914706 

625 

1.0e-70 

198 
76 

(AC003974) putative homeobox protein 



[Arabidopsis thaliana] 



193507 

10137JL.R1039 

g5045723 

BLASTX 

g3402279 

1582 

1.0e-177 

329 

89 

(AJ000999) putative beta-subunit of K+ channels [Solanum 
tuberosum] 

193508 

10144JL.R1039 
LIB3083-114-Q1-L1-G11 

193509 

10145_1.R1039 

g5046304 

BLASTX 

g3096944 

360 

4.0e-34 

156 

49 

(AL023094) putative protein [Arabidopsis thaliana] 
193510 

10158_1.R1039 

LIB3166-036-P1-K1-A5 

BLASTX 

g3193287 

575 

4.0e-59 

201 

57 

(AF069298) Arabidopsis predicted protein of unknown 
function T10P11.19 (GB:AC002330 ) [Arabidopsis thaliana] 



25973 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193511 

10159_1.R1039 

LIB3148-015-Q1-K1-C7 

BLASTX 

g4490705 

582 

4.0e-60 

131 
88 

(AL035680) ribosomal protein L14-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193512 

10159_2.R1039 

uC-gsronu33B160a08bl 

BLASTX 

g4490705 

147 . 

2.0e-09 

37 

86 

(AL035680) 
thaliana] 



ribosomal protein L14-like protein [Arabidopsis 



Seq. No. 
.Contig ID 
5 '-most EST 
Method 



193513 

10161JL.R1039 

LIB3197-054-Q1-M1-D4 

BLASTX 



NCBI GI 


g4006941 


BLAST score 


410 


E value 


7.0e-40 


Match length 


155 


% identity 


52 


NCBI Description 


(AJ131391) voltage-dependent < 




protein [Arabidopsis thaliana 


Seq. No. 


193514 


Contig ID 


10169 1.R1039 


5' -most EST 


LIB3083-116-Q1-L1-A4 


Method 


BLASTX 


NCBI GI 


g4006873 


BLAST score 


476 


E value 


1.0e-47 


Match length 


236 


% identity 


44 


NCBI Description 


(Z99707) hypothetical protein 


Seq. No. 


193515 


Contig ID 


10171 1.R1039 


5' -most EST 


LIB3145-010-Q1-K1-C7 


Method 


BLASTX 


NCBI GI 


g4210948 


BLAST score 


473 


E value 


2.0e-47 


Match length 


94 


% identity 


94 



25974 



NCBI Description (AF085275) DnaJ protein [Hevea brasiliensis] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193516 

10178JL.R1039 

uC-gsflmaxxa041d07bl 

BLASTX 

g2493052 

333 

5.0e-31 

69 

86 

ATP SYNTHASE EPSILON CHAIN, MITOCHONDRIAL 
>gi|1655486|dbj IBAA136021 (D88377) epsilon subunit of 
mitochondrial Fl-ATPase [Arabidopsis thaliana] 



Seq. No, 
Contig ID 
5' -most EST 



193517 

10183JL.R1039 
LIB3135-024-Q1-K1-C1 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193518 

10187JL.R1039 

LIB3146-033-Q1-K1-F12 

BLASTX 

g!172873 

891 

4.0e-96 

223 

69 

CYSTEINE PROTEINASE RD21A PRECURSOR >gi | 541857 | pir I IJN0719 
drought-inducible cysteine proteinase (EC 3.4.22.-) RD21A 
precursor - Arabidopsis thaliana >gi | 435619 i dbj | BAA02374 | 
(D13043) thiol protease [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193519 

10191_1.R1039 

g5050553 

BLASTX 

g2731377 

431 

3.0e-42 

227 

41 

(U28739) similar to alcohol dehydrogenase/ribitol 
dehydrogenase [Caenorhabditis elegans] 

193520 

10194_1.R1039 

LIB3165-013-P1-K1-D4 

BLASTX 

gl304227 

327 

6.0e-30 

81 

68 

(D63781) Epoxide hydrolase [Glycine max] 

>gi I 2764804 | emb | CAA55293 | (X78547) epoxide hydrolase 

[Glycine max] 



25975 



Seq. No. 

Contig ID 

5 J -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193521 

10198_1.R1039 

LIB3120-018-Q1-K1-D4 

BLASTN 

gl350521 

34 

2.0e-09 

62 

89 

Picea glauca late embryogenesis abundant protein (EMB2) 
mRNA, complete cds 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193522 

10201_1.R1039 

LIB3135-031-Q1-K1-B9 

BLASTX 

g!730108 

737 

1.0e-144 

346 
74 

LEUCOANTHOCYANIDIN D I OXYGENASE (LDOX) (LEUCOANTHOCYANIDIN 
HYDROXYLASE) >gi | 486848 | pir || S36233 flavanone 3-hydroxylase 
homolog - garden petunia 



Seq. No. 


193523 


Contig ID 


10206 1.R1039 


5 '-most EST 


LIB3083-116-Q1-L1-F4 


Seq. No. 


193524 


Contig ID 


10207 1.R1039 


5' -most EST 


LIB3189-013-P1-K1-F10 


Method 


BLASTX 


NCBI GI 


g3785983 


BLAST score 


457 


E value 


2.0e-45 


Match length 


148 


% identity 


57 


NCBI Description 


(AC005560) hypothetical protein 


Seq. No. 


193525 


Contig ID 


10208 1.R1039 


5' -most EST 


LIB3146-043-Q1-K1-C11 


Seq. No. 


193526 


Contig ID 


10208 2.R1039 


5 '-most EST 


LIB314 6-052-Q1-K1-A2 


Method 


BLASTN 


NCBI GI 


g3449327 


BLAST score 


51 


E value 


1.0e-19 


Match length 


127 


% identity 


85 


NCBI Description 


Arabidopsis thaliana genomic DNA 



chromosome 5, PI clone: 
MCA23, complete sequence [Arabidopsis thaliana] 



25976 



Seq. No. 
Contig ID 
5 ! -most EST 



193527 

10209_1.R1039 
LIB3083-116-Q1-L1-F7 



Seq. No. 
Contig ID 
5 1 -most EST 



193528 

10232_1.R1039 
LIB3148-024-Q1-K1-D9 



Seq. No. 


193529 


Contig ID 


10246_1 .R1039 


5 -most EST 


lidjuo j-iiy~yi— iii-DD 


Method 


BLASTX 


NCBI GI 


g2213590 


BLAST score 


J /I 


E value 


i . ue- 3d 


Match length 


1 "3 Q 


% identity 


54 


NCBI Description 


(AC000348) T7N9.10 [ 


Seq. No. 


193530 


Contig ID 


10254 1.R1039 


5 T -most EST 


LIB3083-119-Q1-L1-C2 


Method 


BLASTX 


NCBI GI 


gl351408 


BLAST score 


207 


E value 


3.0e-16 


Match length 


61 


% identity 


66 


NCBI Description 


VACUOLAR PROCESSING 



>gi 1 1076563 Ipir M S51117 cystein proteinase - sweet orange 
>gi|633185|emb|CAA87720| (Z47793) cystein proteinase (by 
similarity) [Citrus sinensis] >gi | 1588548 | prf || 2208463A 
vascular processing protease [Citrus sinensis] 



Seq. No. 

Contig ID 
5' -most EST 



193531 

10257JL.R1039 
LIB3083-119-Q1-L1-C5 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193532 

10258_1.R1039 

LIB3197-026-Q1-M1-B2 

BLASTX 

g2661840 

392 

4.0e-38 

109 

67 

(Y15430) adenosine kinase [Physcomitrella patens] 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



193533 

10262_1.R1039 

g3325787 

BLASTN 

g2264309 

69 

3.0e-30 
213 



25977 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



83 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MJJ3, complete sequence [Arabidopsis thaliana] 

193534 

10262_2.R1039 

LIB3197-030-Q1-M1-C10 

BLASTX 

g4049341 

274 

1.0e-23 

261 

32 

(AL034567) putative protein [Arabidopsis thaliana] 
193535 

10266J..R1039 
LIB3149-003-P1-K1-H8 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



193536 

10266_2.R1039 

LIB3197-027-Q1-M1-E3 

BLASTX 

gl518388 

409 

2.0e-44 

166 

55 

(X91172) korean-radish isoperoxidase [Raphanus sativus] 
193537 

10272_1.R1039 
LIB3083-119-Q1-L1-E2 



Seq. No. 

Contig ID 

5 ? -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193538 

10278JL.R1039 

LIB3197-031-Q1-M1-C12 

BLASTX 

gl495251 

466 

9.0e-47 

97 

91 

(Z70314) heat-shock protein [Arabidopsis thaliana] 
193539 

10280_1.R1039 

LIB314 6-003-P1-K1-D1 

BLASTX 

g2739000 

678 

1.0e-75 

256 

54 

(AF022459) CYP71D10p [Glycine max] 



Seq. No. 



193540 



25978 



uonnig iu 


1 n9Q*7 1 T31 n^Q 
lUzo / l.KlUoy 




T.TR^I Zfi-0?S-O1 -K1 -Fft 




DliriO J. A. 


NCBI GI 


g2914706 


BLAST score 


445 


il vaiue 




Match, length 


1 HQ 
lUo 


^ ideiiL.iu.y 


7 


mldi uescription 


lAL.uuoy/4/ puTzanive nomeoDox protein 


beq. No. 


iy .304 I 


uorvcig id 


lUio / z.Kiujy 


3 — IuOST- HiO L 


ysronujjDuuojjiiDi 




RT.A9TX 
oiino 1 A. 


NCBI GI 


g2924792 


BLAST score 


920 


E value 


0 Oo-Q Q 
Z • US 7 J 






% identity 


7fi 
/ 0 


NCBI Description 


lAL^uuzoo^ ; similar to synapLOorevm (_j 


Seq. No. 


iyoo4z 


uontig id 


luzoo i.Kiuoy 


d mosm Hioi 




rieiziou 






goz / jZ4 j 


oiiiioi score 


DftCS 


E value 


5.0e-68 


Match length 


150 


% identity 




NCBI Description 


vAi5UU4doU) NLib recepror {.uryza Sdiiva 




>gi 1 oZ Mz4o 1 ClD] | BAAollbo | (ABUU4ol4 J 




sativa] 


beq. No. 


iyoo4o 


uonrig iu 


i noon 1 "DimQ 

lu^yu i.Kiuoy 




T TR*^1 Q7 — HI —Ml — Rfi 




DiinO 1 A. 


NCBI GI 


g3046731 


BLAST score 


228 


E value 


7 flo-1 Q 

/ . ue 1j 


Mated, lengtn 




^ luemity 


o y 


NCBI Description 


(AJ005373) protein kinase [Craterosti 


beq. No. 


iy J044 


Contig ID 


luzyo i.Kiuoy 


C I — -y,-. —4- TT" Q T 1 

D IuOSl. iLol 


UL gSIluuJ joU DIDU^Dl 




OltriO 1 A 




y£.l j / Jit. 


BLAST score 


1120 


E value 


1.0e-123 


Match length 


263 


% identity 


83 


NCBI Description 


PYRUVATE KINASE, CHLOROPLAST ISOZYME 



NLS receptor [Oryza 



>gi|629696|pir||S44287 pyruvate kinase, plastid - common 
tobacco >gi|482938|emb|CAA82223| (Z28374) Pyruvate kinase; 
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Seq. No. 
Contig ID 
5' -most EST 



plastid isozyme [Nicotiana tabacum] 
193545 

10306_1.R1039 
LIB3189-005-P1-K1-E12 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193546 

10308JL.R1039 

LIB3135-035-Q1-K1-H7 

BLASTX 

g3790569 

183 

2.0e-13 

49 

59 

(AF078822) 
thaliana] 



RING-H2 finger protein RHA2a [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 



193547 

10311JL.R1039 
LIB3166-005-P1-K1-C8 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



193548 

10313_1.R1039 

LIB3272-058-P1-K1-C11 

BLASTX 

g3023195 

1111 

1.0e-122 

245 

89 

14-3-3-LIKE PROTEIN B 
[Glycine max] 

193549 

10313_2.R1039 

uC-gsflnu33B026hllbl 

BLASTX 

g3023195 

768 

7.0e-82 

179 

84 

14-3-3-LIKE PROTEIN B 
[Glycine max] 

193550 

10330JL.R1039 
uC-gsflmaxxall9h01bl 

193551 

10334_1.R1039 

g5049757 

BLASTX 

gl256259 

950 

1.0e-103 



(SGF14B) >gi| 1575727 (U70534) SGF14B 



(SGF14B) >gi | 1575727 (U70534) SGF14B 
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Match length 225 
% identity 80 
NCBI Description (U50900) 
oleracea] 



voltage-dependent anion 




channel protein [Spinacia 



Seq. No. 


193552 


Contig ID 


10346 1.R1U39 


5 ' -most EST 


LIB3145-056-Q1-K1-B7 


Method 


BLASTX 


NCBI GI 


g2827655 


BLAST score 


166 


E value 


1 . Oe-11 


Match length 


67 


% identity 


z4 


NCBI Description 


(AL021637) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


193553 


Contig ID 


10348_1 .R1039 


5' -most EST 


LIB3083-120-Q1-L1-D8 


Method 


BLASTX 


NCBI GI 


g2281093 


BLAST score 


584 


E value 


1.0e-135 


Match length 


277 


% identity 


55 


NCBI Description 


(AC002333) beta transducin isolog [Arabidopsis thaliana] 


Seq. No. 


193554 


Contig ID 


10352_1.R1039 


5 1 -most EST 


LIB3197-037-Q1-M1-C9 


Method 


BLASTX 


NCBI GI 


g4115377 


BLAST score 


515 


E value 


3.0e-52 


Match length 


150 


% identity 


69 


NCBI Description 


(AC005967) unknown protein [Arabidopsis thaliana] 


Seq. No. 


193555 


Contig ID 


10360 1.R1039 


5' -most EST 


g5049615 


Method 


BLASTX 


NCBI GI 


g4539335 


BLAST score 


981 


E value 


1.0e-106 


Match length 


266 


% identity 


68 


NCBI Description 


(AL035539) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



193556 

10362JL.R1039 

LIB3083-120-Q1-L1-F12 

BLASTX 

g3184283 

235 

1.0e-19 
68 
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% identity 

NCBI Description 



69 

(AC004136) putative TBP-binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193557 

10363_1.R1039 

LIB3120-012-P1-K1-F6 

BLASTX 

g!31972 

378 

2.0e-36 

88 

83 

RIBULOSE BISPHOSPHATE CARBOXYLASE LARGE CHAIN PRECURSOR 
(RUBISCO LARGE SUBUNIT) >gi | 68151 1 pir | | RKCNLU 
ribulose-bisphosphate carboxylase (EC 4.1.1,39) large chain 
precursor - upland cotton chloroplast 
>gi|11563|emb|CAA33896| (X15886) precursor [Gossypium 
hirsutum] 



Seq. No. 


193558 


Contig ID 


10370 1.R1039 


5" -most EST 


LIB3120-030-Q1-K1-G2 


Method 


BLASTX 


NCBI GI 


g4455351 


BLAST score 


300 


E value 


4.0e-27 


Match length 


78 


% identity 


71 


NCBI Description 


(AL035524) putative protein 


Seq, No. 


193559 


Contig ID 


10375 1.R1039 


5' -most EST 


LIB3083-120-Q1-L1-G4 


Method 


BLASTN 


NCBI GI 


g3985934 


BLAST score 


90 


E value 


8.0e-43 


Match length 


194 


% identity 


87 


NCBI Description 


Arabidopsis thaliana genomic 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



MJE7, complete sequence [Arabidopsis thaliana] 
193560 

10390JL.R1039 

LIB3120-007-Q1-K1-F8 

BLASTX 

gl00362 

1017 

1.0e-lll 

268 

74 

photosystem II oxygen-evolving complex protein 2 precursor 
(clone T23-5B) - common tobacco (fragment) 
>gi| 1345550 | emb | CAA44292 I (X62426) 23-kDa ploypeptide of 
photosystem II oxygen-evolving complex [Nicotiana tabacum] 
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Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193561 

10390_2.R1039 

LIB3166-025-P1-K1-C7 

BLASTX 

g!769905 

570 

1.0e-103 

257 

74 

(X98108) 23 kDa polypeptide of oxygen-evolving comlex 
[Arabidopsis thaliana] 



(OEC) 



Seq. No. 
Contig ID 
5 '-most EST 



193562 

10391JL.R1039 
LIB3120-001-Q1-K1-A11 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193563 

10392_1.R1039 

LIB3166-002-Q1-K1-D11 - 

BLASTX 

gl469930 

472 

4.0e-47 

135 

74 

(U48777) fiber-specific acyl carrier protein 
hirsutum] 



[Gossypium 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193564 

10396JL.R1039 

LIB3120-005-Q1-K1-C10 

BLASTX 

g289920 

1400 

1.0e-155 

264 

99 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193565 

10396_2.R1039 

LIB3120-015-Q1-K1-H12 

BLASTX 

g289920 

870 

1.0e-93 

198 

85 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 



193566 

10396_4.R1039 

LIB3165-046-Q1-K1-A12 

BLASTX 

g289920 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



447 

2.0e-44 

121 

98 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 
Method 



193567 ^ 

10398_1.R1039 * ~ 

LIB3166-040-P1-K1-D6 

BLASTX 

g2864617 

596 

2.0e-61 

220 

59 

(AL021811) H+-transporting ATP synthase chain9 - like 
protein [Arabidopsis thaliana] 

193568 

10401J..R1039 
LIB3120-001-Q1-K1-B1 

193569 

10402JL.R1039 

LIB3165-018-P1-K1-B9 

BLASTX 

gl352821 

850 

2.0e-91 

162 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 
(RUBISCO SMALL SUBUNIT) >gi | 27 9581 | pir || RKCNSU 
ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi | 450505 | emb | CAA38026 | (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

193570 

10402__2.R1039 

LIB3165-034-P1-K6-H6 

BLASTX 

gl352821 

870 

1.0e-93 

162 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 
(RUBISCO SMALL SUBUNIT) >gi | 27 9581 | pir || RKCNSU 
ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi | 450505 | emb | CAA3802 6 | (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

193571 

10402_3.R1039 

LIB3120-008-Q1-K1-A7 

BLASTX 



25984 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl352821 
354 

8.0e-67 

153 

77 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 
(RUBISCO SMALL SUBUNIT) >gi | 27 9581 | pir | | RKCNSU 
ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi | 450505 | emb | CAA38026 | (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

193572 

10402_4.R1039 

LIB3165-053-Q1-K1-G3 

BLASTX 

gl352821 

452 

8.0e-45 

97 
96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 
(RUBISCO SMALL SUBUNIT) >gi | 279581 | pir | | RKCNSU 
ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi | 450505 | emb | CAA38026 | (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

193573 

10402_6.R1039 

LIB3165-040-Q1-K1-A1 

BLASTX 

gl352821 

549 

3.0e-56 

133 
83 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL 
(RUBISCO SMALL SUBUNIT) >gi | 279581 | pir | 
ribulose-bisphosphate carboxylase (EC 4 

precursor - upland cotton >gi | 450505 | emb | CAA38026 | (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



CHAIN PRECURSOR 
RKCNSU 

1.1.39) small chain 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193574 

10402_7.R1039 

LIB3120-053-P1-K1-C5 

BLASTX 

gl352821 

354 

2.0e-33 

120 

67 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 
(RUBISCO SMALL SUBUNIT) >gi | 27 9581 | pir || RKCNSU 
ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi | 450505 | emb I CAA38026 | (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 



193575 
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Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



10402_8.R1039 

LIB3165-053-Q1-K1-H4 

BLASTX 

g!32091 

336 

2.0e-51 

208 
75 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN Fl PRECURSOR 
(RUBISCO SMALL SUBUNIT Fl) >gi | 68065 | pir || RKRPF1 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 

precursor (gene rbcSFl) - rape >gi | 17852 | emb | CAA394 02 | 
(X55937) ribulose bisphosphate carboxylase /oxygenase 

small subunit [Brassica napus] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193576 

10402JL1.R1039 

LIB3165-045-Q1-K1-E2 

BLASTN 

g450504 

89 

2.0e-42 

238 

96 

G.hirsutum rbcS gene for ribulose-1, 5-bisphosphate 
carboxylase, small subunit 



Seq. No. 
Contig ID 
5 '-most EST 



193577 

10405JL.R1039 
LIB3165-016-P1-K1-G4 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193578 

10406_1.R1039 

LIB3146-020-Q1-K1-A11 

BLASTX 

g2499535 

564 

4.0e-66 

227 

63 

2-OXOGLUTARATE/MALATE TRANSLOCATOR PRECURSOR >gi 1595681 
(U13238) 2-oxoglutarate/malate translocator [Spinacia 
oleracea] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193579 

10407J..R1039 

LIB3120-001-Q1-K1-B4 

BLASTX 

g3913651 

963 

1.0e-104 

212 

86 

FERREDOXIN— NADP REDUCTASE, LEAF-TYPE ISOZYME PRECURSOR 
<FNR) >gi|2225993|emb|CAA74359| (Y14032) 
ferredoxin--NADP(+) reductase [Nicotiana tabacum] 



25986 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193580 

10410_1.R1039 

LIB3197-008-P1-M1-F6 

BLASTX 

g547683 

1198 

1.0e-132 
298 

sa 

HEAT SHOCK COGNATE PROTEIN 80 >gi 1170456 (M96549) heat 
shock cognate protein 80 [Solanum lycopersicum] 
>gi|445601|prf 1 I1909348A heat shock protein hsp80 
[Lycopersicon esculentum] 

193581 

10410_2.R1039 

LIB3135-025-Q1-K1-A9 

BLASTX 

gl708313 

557 

2.0e-57 

117 

96 

HEAT SHOCK PROTEIN 81-3 (HSP81-3) >gi | 999396 | bbs | 163637 
(S77849) heat-shock Protein^HSP81-3 [Arabidopsis 
thaliana=thale-cress, Peptide, 699 aa] [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193582 

10410_3*R1039 

uC-gsflnu33B050allbl 

BLASTX 

gl708313 

475 

9.0e-48 

100 

95 

HEAT SHOCK PROTEIN 81-3 (HSP81-3) >gi | 999396 | bbs | 163637 
(S77849) heat-shock Protein=HSP81-3 [Arabidopsis 
thaliana=thale-cress, Peptide, 699 aa] [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193583 

10412_1.R1039 

LIB3165-028-P1-K1-H9 

BLASTX 

g3914605 

723 

1.0e-76 

197 
72 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 
PRECURSOR (RUBISCO ACTIVASE) >gi | 541930 | pir | | S39551 
ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
apple tree >gi | 415852 | emb | CAA79857 | (Z21794) 
ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
[Malus domes tica] 
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Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193584 

10412_2.R1039 

LIB3165-008-P1-K1-A3 

BLASTX 

gl00616 

1610 

0.0e+00 

410 

81 

ribulose-bisphosphate carboxylase activase B precursor - 
barley >gi 1 167093 (M55448) ribulose 1, 5-bisphosphate 
carboxylase activase [ Horde um vulgare] >gi 1167095 (M55449) 
ribulose 1, 5-bisphosphate carboxylase activase [Hordeum 
vulgare] 



Seq. No* 

Contig ID 

5 1 -most -EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193585 

10412_3.R1039 

LIB3165-021-P1-K1-H5 

BLASTX 

gl32168 

638 

5.0e-74 

180 

76 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 
PRECURSOR (RUB I SCO ACTIVASE) >gi | 81488 | pir | | A31082 
ribulose-bisphosphate carboxylase activase precursor - 
spinach >gi 1170129 (J03610) rubisco activase precursor 
[Spinacia oleracea] 



Seq, No. 
Contig ID 
5 '-most EST 



193586 

10412_4.R1039 
LIB3165-014-P1-K1-F1 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193587 

10412_5.R1039 

LIB3165-006-P1-K3-G7 

BLASTX 

g4406530 

705 

1.0e-74 

171 
83 

(AF126870) rubisco activase [Vigna radiata] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193588 

10412_6.R1039 

LIB3166-044-P1-K1-B11 

BLASTX 

gl00616 

164 

8.0e-ll 

69 
55 

ribulose-bisphosphate carboxylase activase B precursor 
barley >gi 1 167093 (M55448) ribulose 1, 5-bisphosphate 



25988 




carboxylase activase [Hordeum vulgare] >gi| 167095 (M§5449) 
ribulose 1, 5-bisphosphate carboxylase activase [Hordeum 
vulgare] 



Seq. No. 


193589 


Contig ID 


10412_7.R1039 


5 T -most EST 


LIB31 65-02 1-P1-K1-H7 


Method 


BLASTX 


NCBI GI 


g3914603 


BLAST score 


540 


E value 


5.0e-63 


Match length 


199 


% identity 


66 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 




PRECURSOR (RUBISCO ACTIVASE) >gi|1778414 (U74321) 




ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 




[Oryza sativa] 


Seq. No. 


193590 


Contig ID 


10412_8.R1039 


5' -most EST 


LIB31 65-02 6-P1-K1-G10 


Method 


BLASTX 


NCBI GI 


gl00616 


BLAST score 


249 


E value 


3.0e-21 


Match length 


60 


% identity 


80 


NCBI Description 


ribulose-bisphosphate carboxylase activase B precursor - 




barley >gi (167093 (M55448) ribulose 1, 5-bisphosphate 




carboxylase activase [Hordeum vulgare] >gi| 167095 (M55449 




ribulose 1, 5-bisphosphate carboxylase activase [Hordeum 




vulgare] 


Seq. No. 


193591 


Contig ID 


10412 13.R1039 


5 '-most EST 


LIB3165-036-P1-K1-G6 


Method 


BLASTX 


NCBI GI 


g3687652 


BLAST score 


632 


E value 


4.0e-66 


Match length 


131 


% identity 


95 


NCBI Description 


(AF047352) rubisco activase precursor [Datisca glomerata] 


Seq. No. 


193592 


Contig ID 


10412__14 .R1039 


5 '-most EST 


LIB3165-019-P1-K1-E10 


Method 


BLASTX 


NCBI GI 


gl66834 


BLAST score 


128 


E value 


1.0e-16 


Match length 


142 


% identity 


48 


NCBI Description 


(M86720) ribulose bisphosphate carboxylase/oxygenase 




activase [Arabidopsis thaliana] >gi 12642155 (AC003000) 




Rubisco activase [Arabidopsis thaliana] 
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Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193593 

10416J..R1039 

LIB3165-04 6-Q1-K1-G5 

BLASTX 

g421826 

1179 

1.0e-130 

272 

82 

chlorophyll a/b-binding protein CP29 - Arabidopsis thaliana 
>gi|298036|emb|CAA50712| (X71878) CP29 [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



193594 

10421_1.R1039 

LIB3120-044-P1-K1-E2 

BLASTX 

g2754849 

1624 

0.0e+00 

354 

87 

(AF039000) putative serine-glyoxylate aminotransferase 
[Fritillaria agrestis] 

193595 

10428_1.R1039 

g5045987 

BLASTX 

g2129944 

376 

6.0e-36 

136 

56 

RNA-binding protein RZ-1 - wood tobacco 

>gi|1395193|dbj |BAA12064| (D83696) RNA-binding protein RZ-1 
[Nicotiana sylvestris] >gi | 1435062 | dbj | BAAO 6012 | (D28861) 
RNA binding protein, RZ-1 [Nicotiana sylvestris] 

193596 

10431J..R1039 

LIB3166-009-P1-K1-F9 

BLASTX 

gl345698 

910 

2.0e~98 

202 

87 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE II PRECURSOR 
(CAB-151) (LHCP) >gi| 99601 | pir || S20917 chlorophyll 
a/b-binding protein - upland cotton 

>gi|452314|emb|CAA38025| (X54090) chlorophyll ab binding 
protein [Gossypium hirsutum] 

193597 

10431_2.R1039 
LIB3120-032-Q1-K1-F1 



25990 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



BLASTX 
g99600 
499 

1.0e-50 

98 
96 

chlorophyll a/b-binding protein - upland cotton 
193598 

10431_4.R1039 

LIB3165-004-P1-K1-B1 

BLASTX 

g!345698 

247 

1.0e-50 

113 

93 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE II PRECURSOR 
(CAB-151) (LHCP) >gi|99601|pir||S20917 chlorophyll 
a/b-binding protein - upland cotton 

>gi|452314|emb|CAA38025| (X54090) chlorophyll ab binding 
protein [Gossypium hirsutum] 

193599 

10432JL.R1039 

LIB3120-001-Q1-K1-E11 

BLASTX 

g2961378 

569 

1.0e-58 

190 

36 

(AL022141) putative protein [Arabidopsis thaliana] 



.R1039 

-048-P1-K1-A1 



193600 
10433_1. 
LIB3166- 
BLASTX 
gl730502 
179 

1.0e-12 

80 
51 

TRANSMEMBRANE PROTEIN PFT27 >gi | 110903 | pir MA31351 probable 
transmembrane protein FT27 - mouse >gi 1 535682 (M23568) 
transmembrane protein [Mus musculus] 

193601 

10435_1.R1039 
LIB3165-023-P1-K1-H11 

193602 

10441JL.R1039 

LIB3165-007-P1-K1-E3 

BLASTX 

g2739375 

243 



25991 



E Value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-20 

107 

50 

(AC002505) unknown protein [Arabidopsis thaliana] 
193603 

10444JL.R1039 

LIB3145-005-Q1-K1-D4 

BLASTX 

g464981 

788 

5.0e-84 

148 

98 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD (UBIQUIT IN- PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi | 388207 (L23762) 
ubiquitin carrier protein [Lycopersicon esculentum] 



Seq. No. 


193604 




10444 3 R1039 


5 T -most EST 


LIB3L46-04 9-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


g3721926 


BLAST score 


342 


E value 


5.0e-32 


Match length 


81 


% identity 


85 


NCBI Description 


(AB017480) chloroplast FtsH protease [Nicotiana 


Seq. No. 


193605 


Contig ID 


10444 4.R1039 


5* -most EST 


LIB3165-049-Q1-K1-D1 


Method 


BLASTN 


NCBI GI 


g304040 


BLAST score 


62 


E value 


3.0e-26 


Match length 


62 


% identity 


100 


NCBI Description 


Alnus incana chloroplast 23S ribosomal RNA (23S 


Seq. No. 


193606 


Contig ID 


10444 5.R1039 


5 ! -most EST 


LIB3189-003-P1-K1-D11 


Seq. No. 


193607 


Contig ID 


10444 7.R1039 


5 ? -most EST 


LIB3165-033-P1-K1-D11 


Method 


BLASTX 


NCBI GI 


g2492514 


BLAST score 


845 


E value 


7.0e-91 


Match length 


177 


% identity 


93 


NCBI Description 


CELL DIVISION PROTEIN FTSH HOMOLOG PRECURSOR 



gene 



>gi|1483215|emb|CAA68141| (X99808) chloroplast FtsH 
protease [Arabidopsis thaliana] 



25992 



Seq. No. 


193608 


Contig ID 


10444 9.R1039 


o -most, hbl 


uL-gsronuoobio4ciU4Dz 


Method 


BLASTN 


NCBI GI 


g304040 


BLAST score 


564 


E value 


0 . 0e+00 


Match length 


640 


% identity 


97 


NCBI Description 


Alnus incana chloroplast 23S 


Seq. No. 


•i *■* /" /\ /\ 
193609 


Contig ID 


10446_1 .R1039 


5 * -most EST 


LIB3120-0S4-P1-K1-E4 


Method 


BLAST A 


NCBI GI 


gl00200 


BLAST score 


1173 


E value 


1 A _ 1 A A 

1.0e-129 


Match length 


2/9 


% identity 


80 


NCBI Description 


chlorophyll a/b-binding prot< 


Seq. No. 


193610 


Contig ID 


10448_1.R1039 


5' -most EST 


LIB3120-029-Q1-K1-E11 


Method 


BLASTX 


NCBI GI 


gl00196 


BLAST score 


645 


E value 


1.0e-67 


Match length 


142 


% identity 


84 


NCBI Description 


chlorophyll a/b-binding prot 1 


Seq. No. 


193611 


Contig ID 


10451_1.R1039 


5 1 -most EST 


LIB3189-053-P1-K1-A6 


Method 


BLASTX 


NCBI GI 


gl935914 


BLAST score 


240 


E value 


5 . Oe-20 


Match length 


78 


% identity 


56 


NCBI Description 


(U77347) lethal leaf-spot 1 : 


Seq. No. 


193612 


Contig ID 


10452 1.R1039 


5' -most EST 


LIB3120-001-Q1-K1-F9 


Seq. No. 


193613 


Contig ID 


10453_1.R1039 


5 1 -most EST 


LIB3120-001-Q1-K1-G1 


Seq. No. 


193614 


Contig ID 


10454 1.R1039 


5' -most EST 


LIB3165-018-P1-K1-D12 


Method 


BLASTX 


NCBI GI 


g!15765 



RNA (23S rRNA) gene 



I precursor - tomato 



(cab-11) - tomato 



homolog [Arabidopsis thaliana] 



25993 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



1027 

1.0e-112 

216 
86 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCI TYPE II PRECURSOR 
(CAB-7) >gi|100201|pir| IS07408 chlorophyll a/b-binding 
protein type II (cab-7) - tomato >gi 1 19180 I emb | CAA32197 1 
(X14036) chlorophyll a/b-binding protein [Lycopersicon 
esculentum] >gi 1170431 (M20241) chlorophyll a/b-binding 
protein [Lycopersicon esculentum] >gi | 22654 6 | prf || 16Q1518A 
chlorophyll a/b binding protein II [Lycopersicon 
esculentum] 



Seq. No. 


193615 


Contig ID 


10455__1.R1039 


5 T -most EST 


LIB3165-017-P1-K1-F12 


Method 


BLASTX 


NCBI GI 


g2618731 


BLAST score 


1108 


E value 


1.0e-121 


Match length 


343 


% identity 


67 


NCBI Description 


(U49077) IAA21 [Arabidops 


Seq. No. 


193616 


Contig ID 


10456 1.R1039 


5" -most EST 


uC-gsflmaxxa028f08bl 


Method 


BLASTX 


NCBI GI 


g!168655 


BLAST score 


335 


E value 


2.0e-31 


Match length 


102 


% identity 


55 


NCBI Description 


PROBABLE BETA-GLUCOS I DASE 



( BETA- D-GLUCOS IDE GLUCOHYDROLASE) (AMYGDALASE) 
>gi|710632|dbj |BAA06429| (D30762) beta-glucosidase 
[Bacillus subtilis] >gi | 1805413 | dbj | BAA08975 | (D50453) 
homologue of beta-glucosidase of B. circulans [Bacillus 
subtilis] >gi|2632627|emb|CAB12135| (Z99105) similar to 
beta-glucosidase [Bacillus subtilis] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193617 

10459JL.R1039 

uC-gsronu33B004f03bl 

BLASTX 

g3641838 

452 

4.0e-64 

170 

76 

(AL023094) 
thaliana] 



putative protein (fragment) [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



193618 

10460JL.R1039 

LIB3120-031-Q1-K1-G6 

BLASTN 



25994 



NCBI GI 


gzoz / d 


BLAST score 


85 


E value 


9.0e-40 


Match length 


A f\C 


% identity 


ou 


NCBI Description 


Spinacia oleracea chloroplast 




sedoheptulose-1 , 7-bisphosphatase mRNA, complete cds 


Seq. No, 


lyjoiy 


Contig ID 


10461_1 .R1039 


o -most EbT 


Lib y-UUz— rl-J\I— r y 


Method 


BLASTX 


NCBI GI 


g2583108 


BLAST score 


1215 


E value 


1 . ue-134 


Match length 


315 


% identity 


75 


NCBI Description 


(AC002387) putative surface protein [Arabidopsis thai 


Seq. No. 


193620 


Contig ID 


10466 1.R1039 


o -most EbT 


J_ilbolOO-Uo4— ir l-J\o— UiZ 


Method 


T3T TV nrnv 


NCBI GI 


gll81599 


BLAST score 


772 


E value 


3. Oe-82 


Match length 


219 


% identity 


70 


NCBI Description 


(D83007) subunit of photosystem I [Cucumis sativus] 


Seq, No. 


193621 


Contig ID 


10468_1.R1039 


it l ~ L_ T—i /*i m 

5 1 -most EST 


LIB31 65-04 0-Q1-K1-G5 


Method 


BLASTX 


NCBI GI 


g417256 


BLAST score 


182 


E value 


1 . 0e-12 


Match length 


o o o 

222 


% identity 


30 


NCBI Description 


LIPASE PRECURSOR (TRIACYLGLYCEROL LIPASE) 


Seq. No. 


193622 


Contig ID 


10468_2 .R1039 


5 -most EST 


T TD01 OA AAO 1 TSl T7>1 O 

LIB3120-00o-Ql-Kl-Flz 


Method 


BLASTX 


NCBI GI 


gl431629 


BLAST score 


1088 


E value 


1 . Oe-119 


Match length 


296 


% identity 


68 


NCBI Description 


(X99348) pectinacetylesterase precursor [Vigna radiat 


Seq. No. 


193623 


Contig ID 


10468 3.R1039 


5 '-most EST 


LIB3147-060-Q1-K1-E7 


Method 


BLASTX 


NCBI GI 


g3080371 



25995 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 



731 

2.0e-77 

212 

60 

(AL022580) putative pectinacetylesterase protein 
[Arabidopsis thaliana] 

193624 

10468 J7.R1039 

LIB3145-045-Q1-K1-B5 

BLASTX 

gl431629 

381 

2.0e-36 

116 
61 

(X99348) pectinacetylesterase precursor [Vigna radiata] 
193625 

10468_9.R1039 
LIB3147-047-Q1-K1-D1 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193626 

10469J..R1039 

LIB3166-022-P1-K1-A1 

BLASTX 

g2191138 

290 

1.0e-25 

138 
54 

(AF007269) A_IG002N01 . 18 gene product [Arabidopsis 
thaliana] 



Seq. No. 


193627 


Contig ID 


10469 2.R1039 


5 '-most EST 


uC-gsflmaxxa097a07bl 


Method 


BLASTX 


NCBI GI 


g3218550 


BLAST score 


460 


E value 


5.0e-46 


Match length 


116 


% identity 


77 


NCBI Description 


(AB009399) Cdk-activating kinase 


Seq. No. 


193628 


Contig ID 


10471 1.R1039 


5' -most EST 


uC-gsronu33B150f09bl 


Method 


BLASTX 


NCBI GI 


gll69494 


BLAST score 


256 


E value 


5.0e-22 


Match length 


85 


% identity 


61 


NCBI Description 


ELONGATION FACTOR TU, CHLOROPLAST 



PRECURSOR (EF-TU) 
>gi|2119915|pir| IS60659 EF-Tu protein precursor - soybean 
>gi|949873|emb|CAA61444| (X89058) EF-Tu protein [Glycine 



25996 



0 



max] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST' 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



193629 

10471_2.R1039 

LIB3165-051-Q1-K1-H4 

BLASTX 

gl20663 

785 

8.0e-84 

191 

80 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE B PRECURSOR, 
CHLOROPLAST >gi | 66027 | pir | | DEPMNB 
glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) (EC 1.2.1.13) B precursor, chloroplast - 
garden pea >gi 1309671 (M55147) glyceraldehyde-3-phosphate 
dehydrogenase B subunit [Pisum sativum] 

193630 

10472_1.R1039 

LIB3120-011-Q1-K1-A7 

BLASTX 

gl653230 

158 

2.0e-10 

62 

52 

(D90912) hypothetical protein [Synechocystis sp.] 
193631 

10474_1.R1039 

LIB3120-002-Q1-K1-A3 

BLASTX 

g729478 

179 

6.0e-13 

111 

45 

FERREDOXIN — NADP REDUCTASE, LEAF ISOZYME PRECURSOR (FNR) 
>gi|442481|dbj |BAA04616| (D17790) f erredoxin-NADP+ 
reductase [Oryza sativa] 

193632 

10476_1.R1039 

LIB3120-020-Q1-K1-A1 

BLASTX 

gl709825 

565 

5.0e-58 

170 

71 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT PSAN PRECURSOR 
(PSI-N) >gi | 1237124 (U32176) PSI-N [Arabidopsis thaliana] 

193633 

10476^2. R1039 
LIB3165-004-P1-K1-A11 



25997 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl709825 

279 

8.0e-25 

131 

49 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT PSAN PRECURSOR 
(PSI-N) >gi | 1237124 (U32176) PSI-N [Arabidopsis thaliana] 

193634 

10477_1.R1039 " 

LIB3120-002-Q1-K1-A7 

BLASTX 

g3334200 

2003 

0.0e+00 

419 

89 

GLYCINE DEHYDROGENASE, (DECARBOXYLATING) PRECURSOR (GLYCINE 
DECARBOXYLASE) (GLYCINE CLEAVAGE SYSTEM P-PROTEIN) 
>gi|2894362|emb|CAB16918| (Z99770) P-Protein precursor 
[Solanum tuberosum] 



Seq. No. 


193635 


Contig ID 


10479 1.R1039 


5 T -most EST 


LIB3120-008-Q1-K1-G12 


Method 


BLASTN 


NCBI GI 


g2894361 


BLAST score 


440 


E value 


0.0e+00 


Match length 


1228 


% identity 


84 


NCBI Description 


Solanum tuberosum cv. Desire mRNA for 


Seq. No. 


193636 


Contig ID 


10484 1.R1039 


5 T -most EST 


LIB3165-049-Q1-K1-G8 


Method 


BLASTX 


NCBI GI 


g3983125 


BLAST score 


506 


E value 


3.0e-51 


Match length 


168 


% identity 


64 


NCBI Description 


(AF0 97 64 8) phosphate/triose-phosphate 




precursor [Arabidopsis thaliana] 


Seq. No. 


193637 


Contig ID 


10485 1.R1039 


5 '-most EST 


LIB3272-006-P1-K1-D4 


Method 


BLASTX 


NCBI GI 


g3142292 


BLAST score 


316 


E value 


2.0e-33 


Match length 


106 


% identity 


67 



P-protein 



NCBI Description 



(AC002411) Contains similarity to tetratricopeptide repeat 
protein gb|U46571 from home sapiens. EST gb|Z47802 and 



25998 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gb|Z48402 come from this gene. [Arabidopsis thaliana] 
193638 

10487JL.R1039 
LIB3145-017-Q1-K1-G11 

193639 

10488_1.R1039 

LIB3120-036-Q1-K1-E5 

BLASTX 

g3914442 

438 

3.0e-43 

99 

84 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT VI PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 11 KD PROTEIN) (PSI-H) 
>gi 1 1916350 (U92504) PSI-H subunit [Brassica rapa] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193640 

10500JL.R1039 

LIB3165-055-P1-K1-H8 

BLASTX 

g2435517 

409 

5.0e-40 

132 

58 

(AF024504) contains similarity to peptidase family Al 
[Arabidopsis thaliana] 

193641 

10501_1.R1039 

LIB3120-002-Q1-K1-D10 

BLASTX 

g!33028 

582 

4.0e-60 

181 

64 

SOS RIBOSOMAL PROTEIN L9, CHLOROPLAST PRECURSOR (CL9) 
>gi|71257|pir||R5MUL9 ribosomal protein L9 precursor, 
chloroplast - Arabidopsis thaliana >gi | 16499 | emb i CAA77480 | 
(Z11129) plastid ribosomal protein CL9 [Arabidopsis 
thaliana] >gi | 16501 | emb | CAA7 7594 | (Z11509) Chloroplast 
ribosomal protein CL9 [Arabidopsis thaliana] 

193642 

10503_1.R1039 

LIB3166-027-P1-K1-C1 

BLASTN 

g3108248 

328 

0.0e+00 

391 

96 

Gossypium barbadense clone pXP027 repetitive DNA sequence 



25999 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193643 

10509JL.R1039 

g5047569 

BLASTX 

g4567202 

2469 

0.0e+00 

510 

92 

(AC007168) putative myo-inositol 1-phosphate synthase 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



193644 

10511JL.R1039 
LIB3120-002-Q1-K1-E1 



Seq. No. 

Contig ID * 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193645 

10514JL.R1039 

LIB3166-009-P1-K1-F4 

BLASTX 

g4335750 

283 

6.0e-25 
82 
57 

(AC006284) 
thaliana] 



putative beta-1, 3-endoglucanase [Arabidopsis 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193646 

10514_2.R1039 

uC-gsronu33B002dllbl 

BLASTX 

g4335750 

274 

6.0e-24 

84 

55 

(AC006284) 
thaliana] 



putative beta-1, 3-endoglucanase [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193647 

10516JL.R1039 

uC-gsflmaxxa098h02bl 

BLASTX 

g4512651 

728 

4.0e-77 
226 
60 

(AC007048) 
thaliana] 



putative tyrosine transaminase [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



193648 

10524_1.R1039 
uC-gsflnu33B084h07bl 
BLASTX * 



26000 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3980415 
473 

2.0e-47 

161 

58 

(AC004561) putative tropinone reductase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 1 -most EST 



193649 

10527JL.R1039 
LIB3120-002-Q1-K1-F5 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193650 

10528_1.R1039 

uC- gs f lmaxxa 0 0 9e 0 7b 1 

BLASTX 

gl351408 

806 

2.0e-86 

175 

82 

VACUOLAR PROCESSING ENZYME PRECURSOR (VPE) 
>gi|1076563|pir||S51117 cystein proteinase - sweet orange 
>gi| 633185|emb|CAA87720| (Z47793) cystein proteinase (by 
similarity) [Citrus sinensis] >gi | 1588548 | prf | | 2208463A 
vascular processing protease [Citrus sinensis] 

193651 

10530JL.R1039 

g5045572 

BLASTX 

gll75381 

284 

3.0e-25 

134 

40 

HYPOTHETICAL 44.9 KD PROTEIN C18B11.02C IN CHROMOSOME I 
>gi|2130286|pir| IS58301 hypothetical protein SPAC18B11 . 02c 
- fission yeast (Schizosaccharomyces pombe) 
>gi|929888|emb|CAA90587| (Z50728) hypothetical protein 
[Schizosaccharomyces pombe] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



193652 

10535__1.R1039 

LIB3165-034-P1-K6-G1 

BLASTX 

g82080 

1073 

1.0e-117 

272 

77 

chlorophyll a/b-binding protein type III precursor - tomato 
>gi | 226872 | prf | 1 1609235A chlorophyll a/b binding protein 
[Lycopersicon esculentum] 

193653 

10536 1.R1039 



26001 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



LIB3165-032-P1-K1- 

BLASTX 

gl773330 

970 

1.0e-179 

369 
88 

(U80071) 



HI 



glycolate oxidase [Mesembryanthemum crystallinum] 



193654 

10537_1.R1039 

uC-gsronu33Blllc08bl 

BLASTX 

gl076414 

1723 

0.0e+00 

462 

71 

subtilisin-like proteinase (EC 3.4.21.-) - Arabidopsis 
thaliana (fragment) >gi | 757534 | emb | CAA59963 | (X85974) 
subtilisin-like protease [Arabidopsis thaliana] 

193655 

10537_2.R1039 

LIB314 6-025-Q1-K1-E5 

BLASTX 

gl771160 

224 

3.0e-18 

64 

67 

(X98929) SBT1 [Lycopersicon esculentum] 

>gi | 3687305 I emb|CAA06999 1 (AJ006378) subtilisin-like 

protease [Lycopersicon esculentum] 



193656 

10539J..R1039 

LIB3120-005-Q1-K1-F10 

BLASTX 

g479406 

980 

1.0e-106 

205 

64 

chlorophyll a/b-binding protein - 
>gi|20671|embjCAA49149| (X69215) 
protein [Pisum sativum] 



■ garden pea 

chlorophyll a/b-binding 



193657 

10539_2.R1039 

LIB3120-002-Q1-K1-G6 

BLASTX 

g479406 

569 

1.0e-58 

123 

62 



26002 



o 



NCBI Description 



Seq, No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



chlorophyll a/b-binding protein - garden pea 
>gi|20671|emb|CAA49149| (X69215) chlorophyll a/b-binding 
protein [Pisum sativum] 

193658 

10542JL.R1039 
LIB3165-027-P1-K1-F9 

193659 

10543JL.R1039 

uC-gsflnu33B061e09bl 

BLASTX 

g4469014 

325 

5.0e-30 

180 

40 

* (AL035602) putative protein [Arabidopsis thaliana] 
193660 

10551JL.R1039 

LIB3165-017-P1-K1-H3 

BLASTX 

g542100 

723 

1.0e-76 

165 
84 

H-protein - Flaveria pringlei >gi | 2147453 | pir | | S60195 
H-protein precursor (clone HFC1) - Flaveria cronquistii 
>gi|437 993|emb|CAA81073| (Z25854) H-protein [Flaveria 
cronquistii] >gi I 437999 1 emb | CAA8 1074 | (Z25855) H-protein 
[Flaveria pringlei] >gi I 3688299 | emb | CAB16912 | (Z99763) 
H-protein [Flaveria pringlei] 

193661 

10554JL.R1039 

LIB3120-007-Q1-K1-G7 

BLASTX 

g417544 

754 

3.0e-80 

195 

75 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT II PRECURSOR 
( PHOTOS YSTEM I 20 KD PROTEIN) (PSI-D) (PS I SUBUNIT 5) 
>gi|320209|pir||A60695 photosystem I chain II precursor - 
cucumber >gi | 625966 |pir I I JQ2132 photosystem I complex 20K 
protein precursor - cucumber >gi | 227772 | prf | | 1710320A 
photosystem I 20kD protein [Cucumis sativus] 

193662 

10556J..R1039 

LIB3166-051-P1-K1-D6 

BLASTX 

gl!5833 

741 



26003 



II 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



1.0e-78 

174 
82 

CHLOROPHYLL A-B BINDING PROTEIN CP24 10A PRECURSOR 
(CAB-10A) (LHCP) >gi|100195|pir | IS11877 chlorophyll 
a/b-binding protein CablOA - tomato >gi 1170394 (M32605) 
a-binding protein [Lycopersicon esculentum] 

193663 

10566JL.R1039 

LIB3165-048-Q1-K1-E9 

BLASTX 

g3582021 

375 

6.0e-36 

134 

55 

(Y09423) cytochrome P450 [Nepeta racemosa] 



193664 

10569JL.R1039 

LIB318 9-018-P1-K1-E9 

BLASTX 

g2894378 

311 

2.0e-28 

132 

51 

(Y14573) putative ribophorin I homologue 



[Hordeum vulgare] 



193665 

10570_1.R1039 

uC-gsflnu33B085b09bl 

BLASTX 

g81601 

319 

3.0e-29 

118 

59 

chaperonin 60 beta - 



Arabidopsis thaliana 



193666 

10572_1.R1039 

LIB3120-003-Q1-K1-C1 

BLASTX 

g4249385 

634 

7.0e-66 

298 

49 

(AC005966) T2K10.11 [Arabidopsis thaliana] 
193667 

10573JL.R1039 

LIB3120-003-Q1-K1-C10 

BLASTX 

g4027895 



26004 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163 

3.0e-ll 

42 

74 

(AF04 9352) alpha-expansin precursor [Nicotiana tabacum] 
193668 

10577_1.R1039 

LIB3120-003-Q1-K1-C3 

BLASTX 

g535780 

818 

1.0e-87 

173 

90 

(D26609) transmembrane protein [Arabidopsis thaliana] 
193669 

10578JUR1039 

LIB3120-003-Q1-K1-C4 

BLASTX 

gl651865 

158 

3.0e-10 

72 

54 

(D90900) hypothetical protein [Synechocystis sp.] 
193670 

10583_1.R1039 
LIB3120-003-Q1-K1 
BLASTX 
g!709651 
586 

2.0e-60 
167 
68 

PLASTOCYANIN 
plastocyanin 
>gi| 929813|emb|CAA90564 | 
nigra] 



-D2 



A PRECURSOR >gi | 2117431 | pir || S58209 
a precursor - black poplar 

(250185) plastocyanin a [Populus 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193671 

10589JL.R1039 

LIB3120-023-Q1-K1-F4 

BLASTN 

gl66695 

55 

9.0e-22 

110 

94 

Arabidopsis thaliana recombination and DNA-damage 
resistance protein (DRT112) mRNA, complete cds 



Seq. No. 
Contig ID 
5»-most EST 



193672 

10591JL.R1039 
LIB3120-003-Q1-K1-F1 



26005 



o 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3821780 

36 

1.0e-10 

36 
100 

Xenopus laevis cDNA clone 27A6-1 
193673 

10600JL.R1039 

uC-gsflmaxxa058f05bl 

BLASTX 

g2464872 

365 

1.0e-34 

165 
47 

(Z 99707) hypothetical protein [Arabidopsis thaliana] 
193674 

10602JL.R1039 

LIB3120-003-Q1-K1-G2 

BLASTX 

gl31399 

523 

4.0e-53 

129 

78 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR (LIGHT INDUCIBLE 
TISSUE-SPECIFIC ST-LS1 PROTEIN) >gi | 82277 | pir | | S00411 
photosystem II 10K protein precursor - potato 
>gi|21489|emb|CAA28450| (X04753) ST-LS1 protein [Solanum 
tuberosum] 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193675 

10605_1.R1039 

LIB3120-018-Q1-K1-B12 

BLASTX 

g3023752 

403 

6.0e-39 

130 

64 

FERREDOXIN I 
ferredoxin-I 



PRECURSOR >gi 1 1418982 | emb | CAA99756 | (Z75520) 
[Lycopersicon esculentum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193676 

10605_4.R1039 

LIB3165-043-Q1-K1 

BLASTX 

g3023752 

183 

3.0e-18 

100 
56 

FERREDOXIN I 
ferredoxin-I 



-H6 



PRECURSOR >gi|1418982|emb|CAA99756| (Z75520) 
[Lycopersicon esculentum] 



26006 



II 



Seq. No. 

Contig ID 

5 ? -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193677 

10606_1.R1039 

LIB3120-003-Q1-K1-H10 

BLASTX 

g2507458 

315 

6.0e-29 

142 

43 

THIOREDOXIN M-TYPE PRECURSOR (TRX-M) >gi | 814 91 | pir | | S204 96 
thioredoxin m precursor - spinach >gi | 21348 I emb | CAA35826 | 
(X51462) thioredoxin M precursor (AA -67 to 114) [Spinacia 
oleracea] 



Seq. No. 
Contig ID 
5 1 -most EST 



193678 

10607_1.R3.039 
LIB3120-008-Q1-K1-D8 



Seq. No. 
Contig ID 
5 ? -most EST 



193679 

10610_1.R1039 
LIB3120-016-Q1-K1-A10 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193680 

10613_1.R1039 

LIB3120-004-Q1-K1-A6 

BLASTX 

g2895866 

737 

2.0e-85 

255 

67 

(AF045770) methylmalonate semi-aldehyde dehydrogenase 
[Oryza sativa] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193681 

10616JL.R1039 

LIB3166-004-P1-K1-H12 

BLASTX 

g505482 

1455 

1.0e-162 

331 
86 

(X64349) 33 kDa polypeptide of water-oxidizing 
photosystem II [Nicotiana tabacum] 



complex of 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193682 

10621_1.R1039 

LIB3120-014-Q1-K1-E12 

BLASTX 

g2695931 

376 

7.0e-36 

82 
82 

(AJ222779) hypothetical protein [Hordeum vulgare] 



26007 



# 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



193683 

10629_1.H1039 

LIB3272-010-P1-K1-D1 

BLASTX 

g2760834 

879 

1.0e-105 

295 
69 

(AC003105) 
thaliana] 



putative nitrate transporter [Arabidopsis 



193684 

10631_1 

LIB3272 

BLASTX 

gl66617 

509 

2.0e-51 

156 

67 

(Y09106 



R1039 
-029-P1-K1-E2 



transcription factor [Nicotiana plumbagini folia] 



193685 

10631_3.R1039 
LIB3135-021-Q1-K1-A9 

193686 

10638JL.R1039 

uC-gsflmaxxa028g04bl 

BLASTX 

g3183185 

179 

5.0e-13 

52 

67 

GTP-BINDING PROTEIN TYPA/BIPA HOMOLOG 

>gi|2224766|emb|CAB09712| (Z97025) product highly similar 
to elongation factor EF-G [Bacillus subtilis] 
>gi I 2633848 | emb | CAB13350 | (299111) similar to GTP-binding 
elongation factor [Bacillus subtilis] 

193687 

10641_1.R1039 

LIB3120-004-Q1-K1-E8 

BLASTX 

g2760834 

487 

5.0e-49 

161 

63 

(AC003105) 
thaliana] 



putative nitrate transporter [Arabidopsis 



193688 

10641 2.R1039 



26008 



5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3272-020-P1-K1-D1 

BLASTX 

g4490321 

455 

3.0e-45 

116 

78 

(AJ011604) nitrate transporter [Arabidopsis thaliana] 
193689 

10642_1.R1039 

LIB3165-014-P1-K1-B5 

BLASTX 

gl346809 

581 

6.0e-60 

189 

58 

PATHOGEN- RELATED PROTEIN >gi | 4 99074 | emb | CAA34 641 | (X16648) 
pathogenesis related protein [Hordeum vulgare] 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193690 

10642_2.R1039 

LIB3120-019-Q1-K1-G4 

BLASTX 

g3834316 

313 

2.0e-28 

127 

49 

(AC005679) Similar to gb 1X16648 pathogenesis related 
protein from Hordeum vulgare. EST gb|Z18206 comes from 
this gene. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193691 

10645JL.R1039 

LIB3120-004-Q1-K1-F4 

BLASTX 

g3885334 

938 

1.0e-102 

210 

82 

(AC005623) putative argonaute protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193692 

10651_1.R1039 

LIB3165-016-P1-K1-H5 

BLASTX 

g3913018 

1677 

0.0e+00 

396 

83 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 
(ALDP) >gi I 218155 | dbj | BAA02730 | (D13513) chloroplastic 



26009 



aldolase [Oryza sativa] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193693 

10659JL.R1039 

g5047277 

BLASTX 

gl32659 

577 

6.0e-76 

218 

63 

SOS RIBOSOMAL PROTEIN L13, CHLOROPLAST PRECURSOR (CL13) 
>gi|81483|pir||A32033 ribosomal protein L13 precursor, 
chloroplast - spinach >gi 1170133 (J04461) ribosomal protein 
L13 [Spinacia oleracea] 



Seq. No. 


193694 


Contig ID 


10664 1.R1039 


5' -most EST 


uC-gsflnu33B011gl0bl 


Method 


BLASTX 


NCBI GI 


gl008904 


BLAST score 


1470 


E value 


1.0e-164 


Match length 


289 


% identity 


89 


NCBI Description 


(L43094 ) xyloglucan 


Seq. No. 


193695 


Contig ID 


10667 1.R1039 


5 '-most EST 


LIB3166-014-P1-K1-B7 


Method 


BLASTX 


NCBI GI 


g2970654 


BLAST score 


864 


E value 


7.0e-93 


Match length 


247 


% identity 


72 


NCBI Description 


(AF052058) ferritin 




unguiculata] 



Seq. No. 
Contig ID 
5' -most EST 



193696 

10668JL.R1039 
LIB3120-005-Q1-K1-B10 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193697 

10671_1.R1039 

LIB3148-017-Q1-K1-C2 

BLASTX 

g4006924 

1174 

1.0e-129 

312 

66 

(Z99708) beta-galactosidase like protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 



193698 

10675 1.R1039 



26010 



5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3145-058-Q1-K1-E1 

BLASTX 

g3914136 

268 

3.0e-23 

116 

46 

NONSPECIFIC LIP ID-TRANSFER PROTEIN PRECURSOR (LTP) 
>gi|2632171|emb|CAA05771| (AJ002958) lipid transfer protein 
[Cicer arietinum] 



Seq. No. 
Contig ID 
5 '-most EST 



193699 

10680J..R1039 
LIB3120-005-Q1-K1-D2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193700 

10682JL.R1039 

LIB3120-005-Q1-K1-D7 

BLASTX 

g2982453 

1184 

1.0e-130 

258 

90 

(AL022223) f ructose-bisphosphate aldolase-like protein 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193701 

10682_2.R1039 

LIB3165-034-P1-K3-D6 

BLASTX 

gll68408 

251 

2.0e-21 

56 

91 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 1 
>gi|2118268|pir| IS58168 fructose-bisphosphate aldolase (EC 
4.1.2.13) - garden pea >gi | 927507 | emb | CAA6194 6 | (X89828) 
fructose-1, 6-bisphosphate aldolase [Pisum sativum] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193702 

10686_1.R1039 

uC-gsflmaxxa060h08bl 

BLASTX 

g4455223 

1021 

1.0e-lll 

296 

67 

(AL035440) 
thaliana] 



putative DNA binding protein [Arabidopsis 



Seq. No. 
Contig ID 
5' -most EST 



193703 

10686_2.R1039 
uC-gsflmaxxa009g06bl 



26011 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



193704 

10689_2.R1039 

LIB3165-002-Q1-K1-F7 

BLASTX 

g4096662 

839 

3.0e-90 

168 

96 

(U35026) 
hybrida] 



Rabl-like small GTP-binding protein [Petunia x 



193705 

10691_1.R1039 

LIB3165-008-P1-K1-E5 

BLASTX 

g2499497 

1893 

0.0e+00 ^ 

444 

87 

PHOSPHOGLYCERATE KINASE, CHLOROPLAST PRECURSOR 
>gi|1161600|emb|CAA88841| (Z48977) phosphoglycerate kinase 
[Nicotiana tabacum] 

193706 

10700_1.R1039 

g5046187 

BLASTN 

g4220640 

34 

2.0e-09 

130 

65 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MPE11, complete sequence [Arabidopsis thaliana] 

193707 

10705_1.R1039 

LIB3165-057-P1-K1-A5 

BLASTX 

gl791309 

203 

7.0e-16 

106 
50 

(U83500) cystathionine gamma-synthase [Arabidopsis 
thaliana] >gi | 2852454 | dbj | BAA24699 | (AB010888) 
cystathionine gamma-synthase [Arabidopsis thaliana] 

193708 

10707_1.R1039 

LIB314 6-055-Q1-K1-B9 

BLASTX 

g3281846 

261 

4.0e-22 



26012 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289 
30 

(AJ006404) late elongated hypocotyl [Arabidopsis thaliana] 
193709 

10707_2.R1039 

LIB3120-006-Q1-K1-A5 

BLASTX 

g3281846 

275 

4.0e-24 

186 

39 

(AJ006404) late elongated hypocotyl [Arabidopsis thaliana] 



Seq. No. 


193710 


Contig ID 


10709 1.R1039 


5 1 -most EST 


uC-gsflmaxxa043f06bl 


Method 


BLASTX 


NCBI GI 


g2980793 


BLAST score 


911 


E value 


1.0e-98 


Match length 


241 


% identity 


70 


NCBI Description 


(AL022197) putative protein [Arabidopsis thaliana] 


Seq. No. 


193711 


Contig ID 


10729 1.R1039 


5' -most EST 


LIB3120-006-Q1-K1-D1 


Method 


BLASTX 


NCBI GI 


g4160300 


BLAST score 


152 


E value 


8.0e-10 


Match length 


59 


% identity 


47 


NCBI Description 


(AJ011893) cyclin D3.1 protein [Nicotiana tabacum] 


Seq. No. 


193712 


Contig ID 


10731 1.R1039 


5 '-most EST 


LIB3120-034-Q1-K1-E2 


Method 


BLASTX 


NCBI GI 


g2244749 


BLAST score 


2206 


E value 


0.0e+00 


Match length 


471 


% identity 


88 


NCBI Description 


(Z97335) hydroxymethyltransf erase [Arabidopsis thai 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



193713 

10731_2.R1039 

uC-gsflnu33B011e!2bl 

BLASTX 

g2244749 

753 

3.0e-80 

151 

93 



26013 



NCBI Description (Z97335) hydroxymethyltransf erase [Arabidopsis* thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



.R1039 
5-053-Q1-K1-C7 



193714 
10731_3. 
LIB3135- 
BLASTX 
g2244749 
496 

5.0e-50 

113 

84 

(Z97335) hydroxymethyltransf erase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193715 

10739J..R1039 

LIB3165-003-P1-K1-D10 

BLASTX 

g4056456 

176 

5.0e-12 

52 

65 

(AC005990) Strong similarity to gb|U20808 auxin-induced 
protein from Vigna radiata and a member of the zinc-binding 
dehydrogenase family PF| 00107. ESTs gb|T43674, gb|H77006 
and gb|AA395179 come from this gene. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5' -most EST 



193716 

10741_1.R1039 
LIB3120-006-Q1-K1-E2 



Seq. No. 
Contig ID 
5 '-most EST 



193717 

10757JL.R1039 
LIB3120-037-P1-K1-F2 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193718 

10759JL.R1039 

g5048438 

BLASTX 

gl001449 

168 

2.0e-ll 

132 

35 

(D63999) hypothetical protein 



[Synechocystis sp. ] 



Seq. No. 
Contig ID 
5 '-most EST 



193719 

10759_2.R1039 
LIB3120-020-Q1-K1-F11 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



193720 

10760_1.R1039 

LIB3120-006-Q1-K1-G5 

BLASTX 

gll5794 

445 

5.0e-60 



26014 



Match length 

% identity 

NCBI Description 



122 
98 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE III PRECURSOR 
(CAB-13) >gi| 727481 pir MCDT033 chlorophyll a/b-binding 
protein type III precursor (cab-13) - tomato 
>gi [ 19277 | emb | CAA42818 | (X60275) LHCII type III 
[Lycopersicon esculentum] 



Seq. No. 


193721 


Contig ID 


10761_1.R1039 


5 1 -most EST 


LIB3165-058-P1-K1-G1 


Method 


BLASTX 


NCBI GI 


g2501578 


BLAST score 


1343 


E value 


1.0e-149 


Match length 


309 


% identity 


87 


NCBI Description 


ETHYLENE-INDUCIBLE PROTEIN HEVER >gi | 2129913 | pir | | S60047 




ethylene-responsive protein 1 - Para rubber tree 




>gi| 1209317 (M88254) ethylene-inducible protein [Hevea 




brasiliensis] 


Seq. No. 


193722 


Contig ID 


10762_1.R1039 


5 ' -most EST 


LIB3165-017-P1-K1-E3 


Method 


BLASTX 


NCBI GI 


g3510256 


BLAST score 


236 


E value 


1.0e-19 


Match length 


127 


% identity 


41 


NCBI Description 


(AC005310) unknown protein [Arabidopsis thaliana] 


Seq. No. 


193723 


Contig ID 


10763 1.R1039 


5 '-most EST 


LIB3165-045-Q1-K1-D10 


Method 


BLASTX 


NCBI GI 


gl20663 


BLAST score 


685 


E value 


3.0e-72 


Match length 


178 


% identity 


75 


NCBI Description 


GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE B PRECURSOR, 




CHLOROPLAST >gi | 66027 | pir | | DEPMNB 




glyceraldehyde-3-phosphate dehydrogenase (NADP+) 




(phosphorylating) (EC 1.2.1.13) B precursor, chloroplast 



garden pea >gi| 309671 (M55147) glyceraldehyde-3-phosphate 
dehydrogenase B subunit [Pisum sativum] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



193724 

10767_1.R1039 

LIB3189-045-P1-K1-B8 

BLASTX 

gl362065 

828 

1.0e-88 
201 



26015 



# 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



82 

small GTP-binding protein - garden pea 

>gi| 871506 |emb|CAA90081| (Z49901) small GTP-binding protein 
[Pisum sativum] 

193725 

10767_2.R1039 

LIB3197-027-Q1-M1-A8 

BLASTX 

gll4088 

402 

1.0e-38 

99 

82 

RAS -RELATED PROTEIN ARA-3 >gi | 320560 | pir | |JS0640 
GTP-binding protein ara-3 - Arabidopsis thaliana 
>gi|217837|dbj |BAA00830| (D01025) small GTP-binding protein 
[Arabidopsis thaliana] 



Seq. No. 


193726 


Contig ID 


10767 3.R1039 


5' -most EST 


g5050098 


Method 


BLASTX 


NCBI GI 


gl362065 


BLAST score 


803 


E value 


1.0e-85 


Match length 


201 


% identity 


80 


NCBI Description 


small GTP-binding protein - 




>gi | 871506 | emb | CAA90081 | (Z^ 




[Pisum sativum] 


Seq. No. 


193727 


Contig ID 


10769 1.R1039 


5 '-most EST 


LIB3165-049-Q1-K1-H11 


Method 


BLASTX 


NCBI GI 


g4455226 


BLAST score 


157 


E value 


1.0e-13 


Match length 


115 


% identity 


41 


NCBI Description 


(AL035440) putative protein 


Seq. No. 


193728 


Contig ID 


10772 1.R1039 


5 '-most EST 


LIB3120-025-Q1-K1-E8 


Method 


BLASTX 


NCBI GI 


g2129538 


BLAST score 


1022 


E value 


1.0e-lll 


Match length 


199 


% identity 


95 


NCBI Description 


AT103 protein - Arabidopsis 




AT103 [Arabidopsis thaliana 


Seq. No. 


193729 


Contig ID 


10773__1;R1039 



garden pea 

:9901} small GTP-binding protein 



26016 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3120-007-Q1-K1-A5 

BLASTX 

g3929651 

430 

2.0e-42 

95 

88 

(AJ131206) microbody NAD-dependent malate dehydrogenase 
[Arabidopsis thaliana] 



Seq. No. 


193730 


Contig ID 


10781_1.R1039 


5 '-most EST 


LIB3120-007-Q1-K1-] 


Seq. No. 


193731 


Contig ID 


10783 1.R1039 


5 '-most EST 


LIB3120-032-Q1-K1-] 


Method 


BLASTX 


NCBI GI 


g3047405 


BLAST score 


253 


E value 


5. 0e-30 


Match length 


172 


% identity 


40 


NCBI Description 


(AF058333) tyrosin 




coli] 


Seq. No. 


193732 


Contig ID 


10785 1.R1039 


5' -most EST 


LIB3146-006-Q1-K1- 


Method 


BLASTX 


NCBI GI 


g2558962 


BLAST score 


449 


E value 


2.0e-44 


Match length 


92 


% identity 


99 


NCBI Description 


(AF025667) histone 


Seq. No. 


193733 


Contig ID 


10785 2.R1039 


5 '-most EST 


LIB3149-063-Q1-K1- 


Method 


BLASTX 


NCBI GI 


g3021485 


BLAST score 


449 


E value 


2.0e-44 


Match length 


102 


% identity 


89 


NCBI Description 


(AJ224932) histone 


Seq. No. 


193734 


Contig ID 


10793 1.R1039 


5 '-most EST 


LIB3120-007-Q1-K1- 


Method 


BLASTX 


NCBI GI 


gl621268 


BLAST score 


760 


E value 


8.0e-81 


Match length 


170 


% identity 


84 



-3 [Lycopersicon esculentum] 



26017 



NCBI Description (Z81012) unknown [Ricinus communis] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193735 

10794_1.R1039 

LIB3120-007-Q1-K1-C6 

BLASTX 

g2832625 

283 

4.0e-25 

124 

44 

(AL021711) putative protein [Arabidopsis thaliana] 
193736 

10800_1.R1039 

LIB3120-046-P1-K1-G11 

BLASTX 

g625547 

822 

3.0e-88 

191 
83 

chlorophyll a/b-binding protein type I - common tobacco 
>gi|493723|emb|CAA45523| (X64198) photosystem I 
light-harvesting chlorophyll a/b-binding protein [Nicotiana 
tabacum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



193737 

10800_2.R1039 

LIB3120-026-Q1-K1-B12 

BLASTX 

g282865 

608 

3.0e-63 

137 

84 

chlorophyll a/b-binding protein - Arabidopsis thaliana 
>gi 1 16207 | emb | CAA39534 | (X56062) chlorophyll A/B-binding 
protein [Arabidopsis thaliana] >gi 1166644 (M85150) 
chlorophyll a/b-binding protein [Arabidopsis thaliana] 

193738 

10801JL.R1039 

LIB3145-056-Q1-K1-G7 

BLASTN 

gl8511 

494 

0.0e+00 

522 

99 

G.hirsutum light regulated unknown reading frame DNA 
193739 

10803JL.R1039 

LIB3120-007-Q1-K1-D3 

BLASTX 

g2970051 



26018 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



461 

4.0e-46 

118 

74 

(AB012110) ARG10 [Vigna radiata] 
193740 

10807_1.R1039 

LIB3145-010-Q1-K1-A11 

BLASTX 

g3738320 

456 

3.0e-45 

184 

49 

(AC005170) putative cinnamoyl CoA reductase [Arabidopsis 
thaliana] 

193741 

10808_1.R1039 

LIB3165-040-Q1-K1-H8 

BLASTX 

gll9748 

635 

2.0e-66 

135 

90 

FRUCTOSE-1, 6-BISPHOSPHATASE, CYTOSOLIC 

(D-FRUCTOSE-1, 6 -BIS PHOSPHATE 1-PHOSPHOHYDROLASE) (FBPASE) 
>gi|67241|pir| IPASPY fructose-bisphosphatase (EC 3.1.3.11), 
cytosolic - spinach >gi | 21245 | emb | CAA438 60 | (X61690) 
fructose-bisphosphatase [Spinacia oleracea] 

193742 

10809JL.R1039 

uC-gsronu33B099gllbl 

BLASTX 

g478318 

204 

5.0e-16 

85 

53 

immunophilin p59 - mouse >gi | 410499 | emb | CAA50231 | (X70887) 
p59 immunophilin [Mus musculus] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193743 

10810_1.R1039 

LIB3120-007-Q1-K1-E4 

BLASTX 

g2341024 

150 

2.0e-09 

58 
52 

(AC000104) F19P19.1 [Arabidopsis thaliana] 



Seq. No. 



193744 



26019 



Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



10814_1.R1039 
g5045563 

193745 

10815JL.R1039 

LIB3120-007-Q1-K1-F1 

BLASTX 

g2191138 

207 

3.0e-16 

106 

46 

(AF007269) 
thaliana] 



A IG002N01.18 gene product [Arabidopsis 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193746 

10818J..R1039 

LIB3166-034-P1-K1-F7 

BLASTX 

g3915089 

1994 

0.0e+00 

472 

82 

TRANS-CINNAMATE 4-MONOOXYGENASE (CINNAMIC ACID 
4 -HYDROXYLASE) (CA4H) (P450C4H) (CYTOCHROME P450 73) 
>gi|2144269|pir| | JC5129 trans-cinnamate 4-monooxygenase {EC 
1.14.13.11) A - Populus kitakamiensis 
>gi|1139561|dbj IBAA11579I (D82815) cinnamic acid 
4-hydroxylase [Populus kitakamiensis] 
>gi|1777370|dbj |BAA11576| (D82812) cinnamic acid 
4-hydroxylase [Populus kitakamiensis] 

193747 

10818_2.R1039 

LIB3145-020-Q1-K1-F5 

BLASTX 

g2144271 

244 

1.0e-20 

54 

89 

trans-cinnamate 4-monooxygenase (EC 1.14.13.11) C - Populus 
kitakamiensis (fragment) >gi | 1777372 | dbj | BAA11578 | (D82814) 
cinnamic acid 4-hydroxylase [Populus kitakamiensis] 

193748 

10829_1.R1039 

uC-gsronu33B145b01bl 

BLASTX 

gll99772 

301 

5.0e-27 

85 

68 

(D83226) extensin like protein [Populus nigra] 

>gi 1 1199774 | dbj |BAA11855| (D83227) extensin like protein 



26020 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST, score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Populus nigra] 
193749 

10829_2.R1039 

uC-gs r onu3 3 B 1 3 6e 1 lb 1 

BLASTX 

g2583134 

348 

9.0e-33 

79 

81 

(AC002387) putative proline-rich protein [Arabidopsis 
thaliana] 

193750 

10829_3.R1039 

LIB3120-015-Q1-K1-C12 

BLASTX 

g!199772 

342 

4.0e-32 

131 

58 

(D83226) extensin like protein [Populus nigra] 

>gi 1 1199774 | dbj |BAA11855| (D83227) extensin like protein 

[Populus nigra] 



Seq. No. 


193751 


Contig ID 


10829 4.R1039 


5' -most EST 


g5048713 


Method 


BLASTX 


NCBI GI 


g4206199 


BLAST score 


272 


E value 


1.0e-23 


Match length 


253 


% identity 


15 


NCBI Description 


(AF071527) hypothetical 


Seq. No. 


193752 


Contig ID 


10832 1.R1039 


5' -most EST 


LIB3120-008-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


g2335099 


BLAST score 


909 


E value 


4.0e-98 


Match length 


299 


% identity 


39 


NCBI Description 


(AC002339) unknown prdt 


Seq. No. 


193753 


Contig ID 


10833 1.R1039 


5* -most EST 


LIB3120-031-Q1-K1-D1 


Seq. No. 


193754 


Contig ID 


10834 1.R1039 


5 '-most EST 


LIB314 6-007-Q1-K1-E9 


Method 


BLASTX 



[Arabidopsis thaliana] 



26021 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 



gl!5764 
488 

1.0e-67 

147 
85 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCI TYPE I PRECURSOR 
(CAB-6A) (LIGHT-HARVESTING COMPLEX I 26 KD PROTEIN) 
>gi 1 170494 (J03558) chlorophyll a/b binding protein 
precursor [Lycopersicon esculentum] 



Seq. No. 


193755 




Contig ID 


10836 1.R1039 




5 '-most EST 


LIB3120-009-Q1-K1-H12 




Method 


BLASTX 




NCBI GI 


g2565275 




BLAST score 


566 




E value 


2.0e-58 




Match length 


121 




% identity 


84 




NCBI Description 


(AF023611) Dimlp homolog [Homo sapiens] 


Seq. No. 


193756 




Contig ID 


10837 1.R1039 




5' -most EST 


LIB3120-008-Q1-K1-A6 




Method 


BLASTX 




NCBI GI 


g3953473 




BLAST score 


355 




E value 


1.0e-43 




Match length 


153 




% identity 


67 




NCBI Description 


(AC002328) F2202 18 TArabidoDsis 


■hlnal T anal 

L11CL J. -t- CL1 J.CL J 


Seq. No. 


193757 




Contig ID 


10837 2.R1039 




5" -most EST 


LIB3165-058-P1-K1-B8 




Method 


BLASTX 




NCBI GI 


g3953473 




BLAST score 


502 




E value 


9.0e-51 




Match length 


146 




% identity 


74 




NCBI Description 


(AC002328) F2202.18 [Arabidopsis 


thaliana] 


Seq. No. 


193758 




Contig ID 


10843 1.R1039 




5' -most EST 


LIB3120-008-Q1-K1-B12 




Seq. No. 


193759 




Contig ID 


10845 1.R1039 




5' -most EST 


LIB3166-032-P1-K1-A5 




Seq. No. 


L93760 




Contig ID 


10848 1.R1039 




5 '-most EST 


LIB3165-039-Q1-K1-B7 




Method 


BLASTX 




NCBI GI 


g4115357 




BLAST score 


488 





26022 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



4.0e-49 

187 

52 

(AC005957) hypothetical protein [Arabidopsis thaliana] 
193761 

10849JL.R1039 
LIB3120-060-Q1-K1-F12 



Seq. No. 
Contig ID 
5' -most EST 



193762 

10849_2.R1039 
LIB3165-034-P1-K3-D8 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



193763 

10851_1.R1039 

LIB3165-053-Q1-K1-F12 

BLASTX 

gl346155' 

1553 

1.0e-173 

321 

93 

SERINE HYDROXYMETHYLTRANSFERASE , MITOCHONDRIAL 1 PRECURSOR 
(SERINE METHYLASE) (GLYCINE HYDROXYMETHYLTRANSFERASE) 
(SHMT) >gi| 481942 |pir| IS40212 glycine 

hydroxymethyltransf erase (EC 2.1.2.1) - Flaveria pringlei 
>gi|437995|emb|CAA81078| (Z25859) glycine 
hydroxymethyltransf erase [Flaveria pringlei] 

193764 

10853JL.R1039 

LIB3120-008-Q1-K1-C12 

BLASTX 

g2827888 

571 

1.0e-58 

172 
67 

(AF016621) ATP-dependent Clp protease proteolytic subunit 
[Arabidopsis thaliana] 

193765 

10858JL.R1039 
LIB3120-008-Q1-K1-C6 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193766 

10862_1.R1039 

LIB3120-008-Q1-K1-D1 

BLASTX 

g2832669 

155 

4.0e-10 

102 

42 

(AL021712) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



193767 



26023 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



10865_1.R1039 

LIB3146-050-Q1-K1-B6 

BLASTX 

gl345969 

741 

1.0e-78 

219 
66 

OMEGA- 3 FATTY ACID DESATURASE, CHLOROPLAST PRECURSOR 

>gi 1 414732 (L25897) linoleoyl desaturase [Ricinus communis] 



Seq. No. 


193768 


Contig ID 


10868_1.R1039 


5 f -most EST 


uC-gsf lmaxxa041c0lDl 


Method 


BLASTX 


NCBI GI 


g2864602 


BLAST score 


253 


E value 


1.0e-21 


Match length 


125 


% identity 


53 


NCBI Description 


(Y12071) thylakoid lumen rotamase 


Seq. No. 


193769 


Contig ID 


10872 1.R1039 


5 '-most EST 


uC-gsflnu33B140e09bl 


Method 


BLASTX 


NCBI GI 


g2339978 


BLAST score 


811 


E value 


7.0e-87 


Match length 


228 


% identity 


70 


NCBI Description 


(Y11336) RGA1 protein [Arabidopsi 


Seq. No. 


193770 


Contig ID 


10873 1.R1039 


5' -most EST 


LIB3165-006-P1-K3-C6 


Seq. No. 


193771 


Contig ID 


10874 1.R1039 


5' -most EST 


uC-gsflnu33B064b03bl 


Method 


BLASTN 


NCBI GI 


g2618602 


BLAST score 


41 


E value 


2.0e-13 


Match length 


143 


% identity 


89 


NCBI Description 


Arabidopsis thaliana genomic DNA, 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



MSJ1, complete sequence [Arabidopsis thaliana] 
193772 

10874_2.R1039 

uC-gsronu33B015g03bl 

BLASTN 

g2618602 

43 

1.0e-14 
189 
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% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

'5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5" -most EST 



88 

Arabidopsis thaliana genomic DNA f chromosome 5, PI clone: 
MSJ1, complete sequence [Arabidopsis thaliana] 



193773 

10877_1.R1039 

LIB3120-008-Q1-K1-E5 

BLASTX 

g2129636 

237 

1.0e-19 

184 

35 

lipase - Arabidopsis thaliana >gi 11145627 
[Arabidopsis thaliana] 



(U38916) lipase 



193774 

10882_1.R1039 

LIB3120-037-P1-K1-H3 

BLASTX 

g2493694 

227 

1.0e-18 

92 
52 

PHOTOSYSTEM II REACTION CENTRE W PROTEIN PRECURSOR {PSII 
6.1 KD PROTEIN) >gi | 1076268 | pir | | S53025 photosystem II 
protein - spinach >gi I 728716 I emb | CAA59409 I (X85038) protein 
of photosystem II [Spinacia oleracea] 

193775 

10890_1.R1039 

LIB3197-052-Q1-M1-D5 

BLASTX 

g3075399 

110 

4.0e-09 

67 

57 

(AC004484) SF16-like protein [Arabidopsis thaliana] 
193776 

10891_1.R1039 

g5048088 

BLASTX 

g4249388 

782 

3.0e-93 

231 

73 

(AC005966) Similar to gb|AF025438 Opa-interacting protein 
(OIP2) from Homo sapiens. [Arabidopsis thaliana] 

193777 

10891_3.R1039 
LIB3197-031-Q1-M1-E8 
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Seq. No* 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193778 

10891_4.R1039 
uC-gsronu33B141a07bl 

193779 

10891_5.R1039 
LIB3197-001-P1-M1-F9 

193780 

10894_1.R1039 

uC-gsflnu33B100e03bl 

BLASTX 

g2894603 

201 

1.0e-15 

105 

39 

(AL021889) putative protein [Arabidopsis thaliana] 
193781 

10904JL.R1039 

LIB3272-042-P1-K1-F4 

BLASTX 

g487046 

809 

1.0e-86 

214 

74 

photosystem I chain II precursor - wood tobacco 
>gi I 407769 idbj |BAA02871| (D13718) PSI-D1 precursor 
[Nicotiana sylvestris] 

193782 

10909_1.R1039 

LIB3120-025-Q1-K1-E12 

BLASTX 

g3202030 

458 

9.0e-46 

137 

69 

(AF069318) geranylgeranyl hydrogenase [Mesembryanthemum 
crystallinum] 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



.R1039 

-006-P1-K2-A11 



193783 
10914_1. 
LIB3165- 
BLASTX 
g2239089 
290 

6.0e-26 

137 

41 

(Z84386) anthranilate N-hydroxycinnamoyl/benzoyltransf erase 
[Dianthus caryophyllus] >gi | 3288180 | emb | CAB114 66 | (Z98758) 
anthranilate N-hydroxycinnamoyl/benzoyltransf erase 
[Dianthus caryophyllus] 
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# 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193784 

10914_2.R1039 

LIB3120-009-Q1-K1-A12 

BLASTX 

g2239083 

380 

4.0e-66 

313 

50 

(Z84383) anthranilate N-hydroxycinnamoyl/benzoyltransf erase 
[Dianthus caryophyllus] >gi | 2239087 | emb | CAB0642 9 | (Z84385) 
anthranilate N-hydroxycinnamoyl/benzoyltransf erase 
[Dianthus caryophyllus] 



Seq. No. 
Contig ID 
5' -most EST 



193785 

10914_3.R1039 
LIB3120-022-Q1-K1-C3 



Seq. No. 

Contig ID 

5'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193786 

10916_1.R1039 

LIB3120-009-Q1-K1-A3 

BLASTX 

g!084321 

688 

1.0e-72 

175 

74 

protochlorophyllide reductase (EC 1.3.1.33) - cucumber 
>gi|2244614 |dbj |BAA21089| (D50085) 

NADPH-protochlorophyllide oxidoreductase [Cucumis sativus] 



Seq. No. 
Contig ID 
5' -most EST 



193787 

10922_1.R1039 
LIB3165-019-P1-K1-D5 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193788 

10937_1.R1039 

uC-gsronu33B156d06bl 

BLASTX 

g3759184 

1038 

1.0e-113 

293 

67 

(AB018441) phi-1 [Nicotiana tabacum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193789 

10944JL.R1039 

g5047424 

BLASTX 

g2979553 

655 

2.0e-68 

271 

47 

(AC003680) hypothetical protein 



[Arabidopsis thaliana] 
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Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193790 

10945JL.R1039 
LIB3120-009-Q1-K1-D1 

193791 

10946_1.R1039 

uC-gsflnu33B058g01bl 

BLASTX 

g2982243 

260 

2.0e-22 

70 

66 

(AF051204) hypothetical protein [Picea mariana] 
193792 

10950J..R1039 

LIB3146-011-Q1-K1-F2 

BLASTX 

g2493694 

273 

7.0e-24 

117 

53 

PHOTOSYSTEM II REACTION CENTRE W PROTEIN PRECURSOR (PSII 
6.1 KD PROTEIN) >gi 1 1076268 I pir | | S53025 photosystem II 
protein - spinach >gi | 728716 | emb | CAA59409 | (X85038) protein 
of photosystem II [Spinacia oleracea] 



Seq. No. 


193793 


Contig ID 


10951 1.R1039 


5' -most EST 


LIB3189-049-P1-K1-C7 


Method 


BLASTX 


NCBI GI 


gl931639 


BLAST score 


347 


E value 


2.0e-32 


Match length 


194 


% identity 


37 


NCBI Description 


(U95973) lysophospholipase isolog 


Seq. No. 


193794 


Contig ID 


10952 1.R1039 


5' -most EST 


LIB3146-003-P1-K1-F11 


Method 


BLASTX 


NCBI GI 


g3218467 


BLAST score 


192 


E value 


2.0e-14 


Match length 


129 


% identity 


35 


NCBI Description 


(AJ006529) putative phosphatase [ 


Seq. No. 


193795 


Contig ID 


10954 1.R1039 


5 '-most EST 


LIB3272-035-P1-K1-E11 


Method 


BLASTX 


NCBI GI 


g2511691 
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BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5" -most EST 



1477 

1.0e-164 

343 
78 

(Z99953) cysteine proteinase precursor [Phaseolus vulgaris] 
193796 

10955_1.R1039 
LIB3148-010-Q1-K1-E8 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



193797 

10956J..R1039 

LIB3165-023-P1-K1-E6 

BLASTX 

g4454459 

177 

8.0e-13 

90 

51 

(AC006234) unknown protein [Arabidopsis thaliana] 
193798 

10958J..R1039 

LIB3272-009-P1-K1-A10 

BLASTX 

g3319354 

417 

5.0e-41 

106 
81 

(AF077407) contains similarity to sugar transporters 
sugar_tr.hmm, score: 395.39) [Arabidopsis thaliana] 

193799 

10961JL.R1039 

LIB3165-031-P1-K1-A11 

BLASTX 

g3808101 

448 

1.0e-44 

131 
69 

(AJ012165) chloroplast protease [Capsicum annuum] 
193800 

10971_1.R1039 

g5049973 

BLASTX 

g2245118 

384 

7.0e-37 

159 

49 

(Z97343) hypothetical protein [Arabidopsis thaliana] 
193801 

10976 1.R1039 



(Pfam: 
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o most HjOI 


T.TR^I RQ-01 R-P1 -K1-G4 






NCBI GI 


g2827634 


BLAST score 


153 


E value 




LYiaxcn iengi.n 


1 O 


% identity 


J 0 


NCBI Description 


^fLLuziooo; pucauive protein 


beq. NO. 


iy jo \)£ 


conuig id 


iuy/ / x .Kiujy 


0 IUOSU £iDl 


XjIxjOIOO UxO irX 11 Xi 


rieX-IivJCl 


OXJi-lO x ^\ 




giO03 010 


BLAST score 


379 


E value 


2.0e-36 


Match length 


1 RQ 
10O 


% identity 


c o 
JJ 


NCBI Description 


(uoooo/) caroonic annyarase 




tr emuloides ] 


beq. no. 




Contig ID 


iu y / / i . Kiuoy 


O — HLOSU Hibl 


T TH^1 f^ — 040— HI — K"1 —PI 

xiiDjiDj uiu yi i\i v^x 


neinoa 


DT 7\ CTiy 

Dlxrio 1 A 




gxoo^oio 


BLAST score 


255 


E value 


5.0e-22 


Match length 




% identity 


00 


NCBI Description 


(uoooo/) caroonic annyarase 




treitiuloides ] 


beq. no. 


1 q "5 q n >1 


Contig ID 


iuy/y l.Kiuoy 


o mos l Cjoi 


T TR^1 Q7-0^R-nl —Ml — TT? 


jxi.er.noQ. 


xjlxrlQ 1 A 


NLol (j! 


giu / odz / 


BLAST score 


a Ci n 

byU 


E value 


1.0e-72 


Match length 


190 


% identity 


/ 4 


NCBI Description 


inorganic pyropnospnatase \ 




>gi I / yu4 / y i eiiiD j uHHoo / ui ] 




[Nicotiana tabacuia] 


Seq. No. 


1 QOQAC 

lyobUo 


Contig ID 


iuyo4 i.Kiujy 


O — ItlOSt .EjOX 


ul gsrinujjijuu jcU /joi 


rjennoQ 


JDIlH.0 1 A 


NCBI GI 


gl076283 


BLAST score 


570 


E value 


1.0e-58 


Match length 


151 


% identity 


73 



3.6.1.1) - common tobacco 
730) inorganic pyrophosphatase 



NCBI Description 



adenylylsulfate kinase {EC 2.7.1.25) precursor - 
Arabidopsis thaliana >gi 1 414737 | emb | CAA53426 1 (X75782) APS 



26030 



kinase [Arabidopsis thaliana] 
kinase [Arabidopsis thaliana] 
kinase [Arabidopsis thaliana] 
kinase [Arabidopsis thaliana] 




>gi I 450235 (U05238) APS 
>gi 1 1575322 (U59759) APS 
>gi I 3252812 (AC004705) APS 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193806 

10985JL.R1039 

LIB3147-045-Q1-K1-D4 

BLASTX 

g3236235 

373 

2.0e-35 

189 

41 

(AC004684) unknown protein [Arabidopsis thaliana] 
>gi 1 4056501 (AC005896) unknown protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193807 

10990J..R1039 

uC-gsflnu33B101e03bl 

BLASTX 

g2529663 

426 

6.0e-42 

154 

58 

(AC002535) putative lysophospholipase [Arabidopsis 
thaliana] >gi 13738277 (AC005309) putative lysophospholipase 
[Arabidopsis thaliana] 

193808 

10991J..R1039 

g5047098 

BLASTX 

g2809246 

650 

6.0e-68 

237 

66 

(AC002560) F2401.15 [Arabidopsis thaliana] 
193809 

10998_1.R1039 

LIB3120-025-Q1-K1-C3 

BLASTX 

gl871577 

425 

2.0e-41 

169 

46 

(Y11553) putative 21kD protein precursor [Medicago sativa] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



193810 

11002JL.R1039 

g5050506 

BLASTX 



26031 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

: Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E . value 



gl213629 
1288 

1.0e-142 

284 

83 

(X95991) 



pectinesterase [Prunus persica] 



UDP-glucose 4-epimerase 



193811 

11004_1.R1039 

uC-gsronu33B021e06bl 

BLASTX 

g3256770 

305 

3.0e-27 

314 

32 

(AP000002) 318aa long hypothetical 
[Pyrococcus horikoshii] 

193812 

11004_3.R1039 
uC-gsflnu33B144e04bl 



193813 

11004_4.R1039 

uC-gsronu33B168b01bl 

BLASTX 

g2129578 

163 

7.0e-ll 
113 

34 4 

dTDP-glucose 4-6-dehydratases homolog - Arabidopsis 
thaliana >gi | 928932 | emb | CAA8 9205 | (Z49239) homolog of 
dTDP-glucose 4-6-dehydratases [Arabidopsis thaliana] 
>gi|1585435|prf | I2124427B diamide resistance gene 
[Arabidopsis thaliana] 

193814 

11006_1.R1039 

LIB3120-054-P1-K1-E3 

BLASTX 

g3850111 

262 

1.0e-22 

149 

41 

(AL033388) hypothetical integral membrane protein, putative 
involvement in lipid metabolism [Schizosaccharomyces pombe] 

193815 

11008JL.R1039 

LIB3120-010-Q1-K1-A6 

BLASTX 

g3063695 

286 

1.0e-25 
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Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



78 
68 

(AL022537) 



hypothetical protein [Arabidopsis thaliana] 



193816 

11016JL.R1039 
LIB3120-010-Q1-K1-F7 

193817 

11028_1.R1039 

LIB3166-04 6-P1-K1-F5 

BLASTX 

g4103324 

1558 

1.0e-174 

323 

92 

(AF022716) GDP-mannose pyrophosphorylase [Solanum 
tuberosum] 

193818 

11029JL.R1039 

LIB3120-018-Q1-K2-D2 

BLASTX 

gll70897 

599 

4.0e-62 

131 

89 

MALATE DEHYDROGENASE , GLYOXYSOMAL PRECURSOR 

>gi 1 1076276 |pir| IS52039 NAD-malate dehydrogenase - cucumber 
>gi 1 695311 (L31900) glyoxysomal malate dehydrogenase 
[Cucumis sativus] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193819 

11030JL.R1039 

g5049544 

BLASTX 

g2088654 

742 

8.0e-79 

162 

90 

(AF002109) 60S acidic ribosomal protein P0 isolog 
[Arabidopsis thaliana] 

193820 

11030_3.R1039 

LIB3272-044-P1-K1-G9 

BLASTX 

g2088654 

552 

1.0e-56 

123 

88 

(AF002109) 60S acidic ribosomal protein P0 isolog 
[Arabidopsis thaliana] 
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II 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193821 

11030_4.R1039 

LIB3197-030-Q1-M1-H5 

BLASTX 

gl710587 

388 

2.0e-37 

117 

72 

60S ACIDIC RIBOSOMAL PROTEIN PO >gi | 
ribosomal protein PO [Glycine max] 



1196897 (L46848) acidic 



Seq. No. 
Contig ID 
5' -most EST 



193822 

11031_1.R1039 

LIB3120-018-Q1-K2-C8 

BLASTX 

gl350625 

264 

9.0e-23 

66 

82 

CHLOROPLAST 50S RIBOSOMAL PROTEIN LI PRECURSOR 
>gi|577089|emb|CAA58020| (X82776) chloroplast ribosomal 
protein LI [Pisum sativum] 

193823 

11035_1.R1039 
LIB3120-010-Q1-K1-E3 



Seq. No. 
Contig ID 
5 T -most EST 



193824 

11038_1.R1039 
LIB3165-055-P1-K1-G9 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193825 

11050_1.R1039 

LIB3120-010-Q1-K1-G3 

BLASTX 

gl076315 

143 

7.0e-09 

98 

39 

cytochrome P450 - Arabidopsis thaliana 
>gi I 853719 |emb|CAA60793i (X87367) CYP90 protein 
[Arabidopsis thaliana] >gi | 871988 | emb | CAA60794 | (X87368) 
CYP90 protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



193826 

11051_1.R1039 

LIB3148-006-Q1-K1-D12 

BLASTX 

g542127 

281 

2.0e-46 

129 
74 



26034 



NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



chlorophyll a/b-binding protein type lb, 2 OK chain 
precursor - barley (fragment) >gi | 544702 I bbs 1 143260 
(S68729) light-harvesting complex I, LHC I [Hordeum 
vulgare=barley, Prato, Peptide Chloroplast, 231 aa] 
[Hordeum vulgare] 

193827 

11052_1.R1039 

LIB3120-010-Q1-K1-G5 

BLASTX 

gl32794 

439 

2.0e-43 

112 

75 

CHLOROPLAST SOS RIBOSOMAL PROTEIN L22 >gi | 71288 | pir | | R5NT22 
ribosomal protein L22 - common tobacco chloroplast 
>gi|11866|emb|CAA77382| (200044) ribosomal protein L22 
[Nicotiana tabacum] >gi | 225236 |prf | | 1211235BU ribosomal 
protein L22 [Nicotiana tabacum] 

193828 

11057_1.R1039 

LIB3120-010-Q1-K1-H4 

BLASTX 

g2702270 

356 

8.0e-34 

115 

61 

(AC003033) unknown protein [Arabidopsis thaliana] 
193829 

11068_1.R1039 

LIB3120-025-Q1-K1-A8 

BLASTX 

g3298439 

464 

4.0e-46 

149 

62 

(AB010878) chloroplast ribosomal protein L4 [Nicotiana 
tabacum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193830 

11068_2.R1039 

LIB3165-048-Q1-K1-E3 

BLASTX 

g3298439 

451 

9.0e-45 

149 

35 

(AB010878) chloroplast ribosomal protein L4 [Nicotiana 
tabacum] 



Seq. No. 



193831 
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Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 



11074_1.R1039 

LIB3165-028-P1-K1-C10 

BLASTX 

g400890 

386 

3.0e-37 

156 

47 

PHOTOS YSTEM II 22 KD PROTEIN PRECURSOR 

>gi I 282837 |pir| IS26953 photosystem II 22K protein precursor 
- spinach >gi 1 21307 | emb | CAA48557 | (X68552) 22kD-protein of 
PSII [Spinacia oleracea] >gi | 260917 t bbs | 119338 (S49864) 
photosystem II 22 kda polypeptide [spinach, Peptide, 274 
aa] [Spinacia oleracea] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193832 

11074_2.R1039 

LIB3120-027-Q1-K1-D7 

BLASTX 

g400890 

154 

4.0e-10 

111 
32 

PHOTOSYSTEM II 22 KD PROTEIN PRECURSOR 

>gi| 282837 |pir | IS26953 photosystem II 22K protein precursor 
- spinach >gi | 21307 | emb | CAA48557 | (X68552) 22kD-protein of 
PSII [Spinacia oleracea] >gi I 260917 | bbs 1 119338 (S49864) 
photosystem II 22 kda polypeptide [spinach, Peptide, 274 
aa] [Spinacia oleracea] 



Seq. No. 
Contig ID 
5 '-most EST 



193833 

11086JL.R1039 
LIB3135-039-Q1-K1-D4 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193834 

11089JL.R1039 

LIB3120-011-Q1-K1-C7 

BLASTX 

gll22288 

157 

2.0e-29 

148 

49 

(X94184) aspartate aminotransferase [Lotus japonicus] 
193835 

11099_1.R1039 

LIB3120-011-Q1-K1-D7 

BLASTX 

g2342723 

165 

6.0e-ll 

215 

26 

(AC002341) unknown protein [Arabidopsis thaliana] 
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Seq. No. 
Contig ID 
5 '-most EST 



II 



193836 

11100_1.R1039 
LIB3166-038-P1-K1-B7 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



193837 

11101JL.R1039 

LIB3165-033-P1-K1-A5 

BLASTX 

gll8564 

1745 

0.0e+00 

380 

86 

GLYCERATE DEHYDROGENASE (NADH-DEPENDENT HYDROXYPYRUVATE 
REDUCTASE) (HPR) (GDH) >gi | 65955 | pir | | DEKVG glycerate 
dehydrogenase (EC 1.1.1.29) - cucumber 
>gi|18264 | emb | CAA41434 | (X58542) NADH-dependent 
hydroxypyruvate reductase [Cucumis sativus] 
>giU8275|emb|CAA32764 1 (X14609) NAPH-dependent 
hydroxypyruvate reductase (AA 1 - 382) [Cucumis sativus] 

193838 

11103_1.R1039 

LIB3120-011-Q1-K1-E10 

BLASTX 

g399940 

1147 

1.0e-12** 

258 

89 

MITOCHONDRIAL HEAT SHOCK 70 KD PROTEIN PRECURSOR 
>gi 1 100004 | pir | IS25005 heat shock protein, 70K - kidney 
bean >gi | 22636 | emb | CAA47345 | (X66874) 70 kDa heat shock 
protein [Phaseolus vulgaris] 

193839 

11111_1.R1039 

LIB3165-006-P1-K2-G3 

BLASTX 

gl00069 

739 

2.0e-78 

198 

70 

cysteine proteinase tpp (EC 3.4.22.-) - garden pea 

>gi I 3980198 | emb | CAA4 6863 | (X66061) thiolprotease [Pisum 

sativum] 

193840 

11112JL.R1039 

LIB3120-011-Q1-K1-E8 

BLASTX 

g2811031 

877 

1.0e-94 

225 

73 
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NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BETAINE -ALDEHYDE DEHYDROGENASE PRECURSOR (BADH) 

>gi I 2109299 | gb | AAB58165.il (AF000132) betaine aldehyde 

dehydrogenase [Amaranthus hypochondriacus] 

193841 

U115_1.R1039 
LIB3145-006-Q1-K1-D9 

193842 

11116JL.R1039 
LIB3120-011-Q1-K1-F11 

193843 

11120__1.R1039 

g5049084 

BLASTX 

g4490318 

550 

3.0e-56 

138 

75 

(AL035678 ) 2-dehydro-3-deoxyphosphoheptonate aldolase 
[Arabidopsis thaliana] 

193844 

11125_1.R1039 

LIB3135-010-Q1-K1-A9 

BLASTX 

gl345979 

617 

2.0e-64 

125 

86 

OMEGA- 6 FATTY ACID DESATURASE, CHLOROPLAST PRECURSOR 
>gi 1 459962 (L29215) plastid omega-6 desaturase [Glycine 
max] 

193845 

11128_1.R1039 

LIB3120-022-Q1-K1-G11 

BLASTX 

g2315140 

347 

5.0e-42 

101 

89 

(AB006187) 
tabacum] 



S-adenosylmethionine synthase [Nicotiana 



Seq. No. 
Contig ID 
5" -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



193846 

11129JL.R1039 

LIB3120-011-Q1-K1-G12 

BLASTX 

gll837 

486 

1.0e-64 

141 
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# 



? laenuiry 


y± 


jn^di uescnpnon 


^Ziuuu44j WAJJn uenyarogenase z/ku suDumr. (.Nicoiiiana 




uaDacumj >gi | zzozud ipri | [iziiZjoAn. onpb gene [Nicotiiana 




tabacum] 


beq. No, 


1 Q yl "7 


uonrig iu 


iiioi l.Kiuoy 


0 I0.OS L Hoi 




Method 


rJLAb 1 A 


"NTPU T PT 
NLdi tal 


g4 ojo / iy 


BLAST score 


215 


E value 


4.0e-17 


Match length 


luo 


% identity 


44 


NCBI Description 


(/\uuuoZ4o) putative KiNb-riz tmger protein Kribia 




[Arabidopsis thaliana] - 


beq. No. 


iyoo4o 


Contig ID 


llloz 1.R1U39 




T TDTI AC HI O P»T VI T7"0 


Method 


DT A CTY 

DltAb 1 A 


NCBI GI 


g4469003 


BLAST score 


164 


E value 


/ . ue-n 


Match length 


/ o 


-s identity 


A A 

44 


NCBI Description 


(AL035602) putative protein [Arabidopsis thaliana] 


Seq. No. 


193849 


Contig ID 


11138_1 . R1039 


o'-most hbl 


T TD01 OH Ai 1 r\ 1 ryl ni H 

LIBJlzU-Ull-Ql-Kl-HlU 


Method 


DT 7\ O TV 

riliAb 1 A 


NCBI GI 


gz494zol 


njUfioi score 


/ Ul 


£j value 


c n^— "7/1 
0 • ue~ / 4 


Match length 


1/17 

141 / 


% identity 


92 


NCBI Description 


ELONGATION FACTOR TU, CHLOROPLAST PRECURSOR (EF-TU) 




>gi 1 9990 0 i pir 1 i Sz1od7 translation elongation factor Tu 




precursor — soybean chloroplast >gi 1 1877 6 | eirib | CAA4 6864 | 




tAboUozj tit — iu L^iyome inaxj >gi ( 44oyzi | prr | fiyioZZUA 




elongation factor Tu [Glycine max] 


Seq. No. 


193850 


Contig ID 


1 1 1 / O 1 ri-l AI 

11148 1.R1039 


o most Hjbi 


uu~ gsronuoohsu /og(J4Joi 


rieunoci 


DT TAQrnv 

oIlRoI A 


NuBl CjI 


go4ooDZ 


rJLiAbi score 




TJ" tt a 1 no 
J2j VC11U.C 


o . US j4 


Match length 


82 


% identity 


80 


NCBI Description 


40S RIBOSOMAL PROTEIN S21 >gi | 481227 | pir || S38357 ribosomal 




protein S21 - rice >gi | 303839 | dbj | BAA02158 | (D12633) 40S 




subunit ribosomal protein [Oryza sativa] 



Seq. No. 



193851 
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# • 



Contig ID 


11148__2.R1039 


o -most hoi 


T T F> "3 1 O C AO/I /~\ 1 Lrl -on 

LIBJ1 oo-U^4-Ql-Kl-By 


Method 


TDT 7V C""P V 




go4ooo^ 


BLAST score 


361 


E value 


3.0e-34 


Match length 


82 


% identity 


80 


NuBi Description 


40S RIBOSOMAL PROTEIN S21 >gi | 481227 | pir || S38357 ribosoma 




protein S21 - rice >gi | 303839 | dbj | BAA02158 | (D12633) 40S 




subunit ribosomal protein [Oryza sativa] 


Seq. No. 


193852 


Contig ID 


11151 2.R1039 


5' -most EST 


LIB3120-012-P1-K1-A3 


Seq. No. 


193853 


Contig ID 


11157_1\ R1039 


o —most bbi 


LIBJiy /-Uz2-Ql-Ml-Hll 




"DT 7\ C TV 


NCBI GI 


g!397319 


BLAST score 


268 


E value 


4 . Oe-23 


Match length 


184 


O J _1 _ , * ■ t 

% identity 


35 


NCBI Description 


(U61953) No definition line found [Caenorhabditis elegans 


Seq. No. 


193854 


Contig ID 


11163_1.R1039 


5 -most EST 


LIB3165-044-Q1-K1-B12 


Method 


TIT Tl O m\7 

BLASTX 


NCBI GI 


g2494076 


BLAST score 


1133 


E value 


1 . Oe-124 


Ma ten length 


234 


^ identity 




NCBI Description 


NADP-DEPENDENT GLYCERALDEHYDE- 3 -PHOSPHATE DEHYDROGENASE 




( NON- PHOS PHORYLAT ING GLYCERALDEHYDE 3-PHOSPHATE 




DEHYDROGENASE) (GLYCERALDEHYDE- 3- PHOSPHATE DEHYDROGENASE 




(NADP+) ) (TRIOSEPHOSPHATE DEHYDROGENASE) >gi 11842115 




(U87848) non-phosphorylating glyceraldehyde dehydrogenase 




[Nicotiana plumbaginif olia] 


Seq. No. 


193855 


Contig ID 


11175__1.R1039 


C 1 _ ^ _t_ -»— » *~t m 

5 -most EST 


LIB3120-012-P1-K1-C9 


Method 


BLASTX 


NCBI GI 


g585564 


rsiiAbx score 




E value 


O Art CI 


Tiff— ■ 4- *~iV* ~l ~ 1~ 

Matcn lengtn 


1 T A 

114 


i> i ucnt 1 1 y 




NCBI Description 


FERREDOXIN — NITRITE REDUCTASE PRECURSOR 




>gi|81443|pir| IS20495 ferredoxin — nitrite reductase (EC 




1.7.7.1) precursor - European white birch 




>gi 1 17927 | emb I CAA42690 | (X60093 ) f erredoxin—nitrite 




reductase [Betula pendula] 
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Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Methpd 

. : - ^ - -NCBI^I " r 
•"■ h^^y-y: 3b£aSt"s core 1 ' y 
. L 4 E value 
yp Match length 
ffl % identity 
g% NCBI Description 

J! Seq. No. 
j=~ s Contig ID 
14 5 1 -most EST 

Seq. No. 
y Contig ID 
!Z 5' -most EST 

H* Seq. No. 

Q Contig ID 

Q 5 '-most EST 

S Method 

M NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



# • 



193856 

11180_1.R1039 

LIB3120-018-Q1-K1-B3 

BLASTX 

g3885511 

445 

4.0e-44 

107 

81 

(AF084200) similar to PSI-K subunit of photosystem I from 
barley [Medicago sativa] 

193857 

11181_1.R1039 

LIB3120-012-P1-K1-D6 

BLASTX 

g2244910 

<302 4 < ' \- " * 7 3 ^ ' * ? " :\ . ; 

"3.0e-27 
202 
39 

(Z97339) unnamed protein product [Arabidopsis thaliana] 
193858 

11185_1.R1039 
LIB3120-012-P1-K1-E12 

193859 

11186_1.R1039 
LIB3149-002-P1-K1-C12 

193860 

11195_1.R1039 

LIB3120-012-P1-K1-F3 

BLASTX 

gl25578 

498 

2.0e-50 

128 

75 

PHOSPHORIBULOKINASE PRECURSOR (PHOSPHOPENTOKINASE) (PRKASE) 
(PRK) >gii 167266 (M73707) phosphoribulokinase 
[Mesembryanthemum crystallinum] 

193861 

11196JL.R1039 
LIB3197-017-P1-M1-H11 

193862 

11205_1.R1039 

LIB3165-022-P1-K1-A7 

BLASTX 

gl25578 

1740 

0.0e+00 

390 
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% identity 

NCBI Description 



Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



85 

PHOSPHORIBULOKINASE PRECURSOR (PHOSPHOPENTOKINASE) 
(PRK) >gi | 167266 (M73707) phosphoribulokinase 
[Mesembryanthemum crystallinum] 



(PRKASE) 



193863 

11205_2.R1039 

LIB3120-036-Q1-K1-F4 

BLASTN 

gl67265 

86 

2.0e-40 

294 

82 

Mesembryanthemum crystallinum phosphoribulokinase mRNA, 
complete CDS 



Seq. JSJo. 


193864 ^ r >>v 
1T2G-6 l. : R1039 " ' , * - ,s -V 


Contig' ID 


5' -most EST 


LIB3120-012-P1-K1-G5 


Seq. No. 


193865 


Contig ID 


11207 1.R1039 


5 '-most EST 


LIB3165-011-P1-K1-D5 


Method 


BLASTX 


NCBI GI 


g2244806 


BLAST score 


151 


E value 


1.0e-09 


Match length 


80 


% identity 


35 


NCBI Description 


(Z97336) hypothetical protein [Arabidopsis thai 


Seq. No. 


193866 


Contig ID 


11208JL.R1039 


5 1 -most EST 


LIB3120-012-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


g2950472 


BLAST score 


355 


E value 


3.0e-33 


Match length 


266 


% identity 


34 


NCBI Description 


(AL022070) putative autophagocytosis protein 
[Schizosaccharomyces pombe] 


Seq. No. 


193867 


Contig ID 


11210 1.R1039 


5' -most EST 


LIB3120-012-P1-K1-H10 


Seq. No. 


193868 


Contig ID 


11212 1.R1039 


5' -most EST 


LIB3120-012-P1-K1-H2 


Method 


BLASTX 


NCBI GI 


g2921158 


BLAST score 


191 


E value 


3.0e-14 


Match length 


136 


% identity 


25 
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NCBI Description 


(AF022909) ClpC [Arabidopsis thaliana] 






uontig 1JJ 


n on i o i no q 


o —most Jiib 1 


LIB314o-U4U-Ql-Kl-Hl 


beq. No. 


1938 /U 


Lontig ID 


non o moon 

11^1/ Z.R1U39 


0 iUOSL H<oJ. 


LilnJlo y~Ult» irl rvl Dll 


Mies t~ In 


"RT aQTTVT 
DlirlO 1 IN 


NCBI GI 


gl465367 


BLAST score 


38 


E value 


i . ue — ii 


Match length 


1 j j 


T /"-J J~\ T^* 4— t +- * T 

^ iaenTniiy 




NCBI Description 


A. thaliana mRNA for RAP-1 protein 


beq. no . 


193871 c> v 


Contig ID 


ll^zu 1.R1039 , ^ - 


d most Hibi 


goUoUUol 


rit; uiitjt-i 




KfPDT nj 
1N\_».D1 bl 




U-L-LTIO J. O LU1 C 


/ JO 


E value 


1.0e-80 


Match length 


152 


% identity 


91 


NCBI Description 


SUPEROXIDE DISMUTASE [CU-ZN] >gi | 421962 | pir | 




superoxide dismutase (EC 1.15.1.1) (Cu-Zn) - 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi I 542090 I pir | IS40404 superoxide dismutase (EC 1.15.1.1) 
(Cu-Zn) - sweet potato >gi | 311971 1 emb | CAA51654 | (X73139) 
superoxide dismutase [Ipomoea batatas] 

193872 

11220_2.R1039 

uC-gsronu33B078c07bl 

BLASTX 

g3176715 

710 

4.0e-75 

155 

86 

(AC002392) putative receptor-like protein kinase 
[Arabidopsis thaliana] 

193873 

11220_3.R1039 

LIB3147-056-Q1-K1-F6 

BLASTX 

g3915000 

434 

6.0e-43 

90 

88 

SUPEROXIDE DISMUTASE [CU-ZN] >gi 12305109 (AF009734) Cu/Zn 
superoxide dismutase [Capsicum annuum] 



Seq. No. 



193874 
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Contig ID 


llzzz 1.R1039 




iii a o i o o — u 4 4 — y i —ixi - iii y 


Method 




NCBI GI 


g3650033 


BLAST score 


345 


E value 


C Art "3 O 

o . ue-3z 


Match length 


zlz 


% identity 


39 


NCBI Description 


(AC005396) unknown protein [Arabidop 


Seq* No. 


i93o /O 


Contig ID 


11230 1.R1039 


o —most hoi 


lilfcJJZ /Z-U JZ-rl— i\l-Al 


Metnoa 


rsliAo I A 


NCbl \j± 


— O Q1QQ C7 

gzo / yo o / 


BLAST score 


412 


E value 


4.0e-40 


M^tcp. lengtn 


lit 

1 1*9 ' 


% identity 




NCBI Description 


(AL021816) 40s ribosomal protein S17 




pombe] 


Seq. No. 


193876 


Contig ID 


11230 2.R1039 


b * -most EST 


LIB3196-0o0-Pl-Ml-G9 


Method 


BLASTX 


NCBI GI 


g2879867 


BLAST score 


418 


E value 


4.0e-41 


Match length 


115 


% identity 


70 


NCBI Description 


(AL021816) 40s ribosomal protein S17 




pombe] 


Seq. No. 


193877 


Contig ID 


11232_1.R1039 


5 f -most EST 


LIB31zU-013-Ql-Kl-ClU 


Method 


BLAbTX 


NLdI bl 


g43zo341 


BLAST score 


848 


E value 


4.0e-91 


Match length 


189 


% identity 


80 


NCBI Description 


(AF128393) similar to the Drosophila 




(GB:X94180) [Arabidopsis thaliana] 


Seq. No. 


193878 


Contig ID 


11240_1.R1039 


5 '-most EST 


LIB3120-013-Q1-K1-D12 


Method 




NCBI GI 


g4218120 


BLAST score 


703 


E value 


3.0e-74 


Match length 


214 


% identity 


62 



[Schizosacchafomyces 



NCBI Description 



(AL035353) 
thaliana] 



Proline-rich APG-like protein [Arabidopsis 



26044 



II 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5'-mo#t EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193879 

11246JL.R1039 
LIB3120-013-Q1-K1-E10 

193880 

11251JL.R1039 

LIB314 9-022-Q1-K1-F6 

BLASTX 

g294062 

217 

4.0e-17 

145 

34 

(L06469) major latex protein [Papaver somnif erum] 
193881 

11251_2.R1039 

LIB31*66-028-Pl-Kl-B4 

BLASTN 

g2246457 

265 

1.0e-147 

825 

84 

Ricinus communis sterol-C-methyltransf erase mRNA, 
cds 



complete 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



193882 

11251_3.R1039 

uC-gsronu33B018bl0bl 

BLASTX 

gl399380 

1561 

1.0e-174 

321 

88 

(U43683) S-adenosyl-L-methionine:delta24-sterol-C- 
methyltransferase [Glycine max] 

193883 

11253JL.R1039 
LIB3120-013-Q1-K1-E7 

193884 

11256__1.R1039 
LIB3149-034-Q1-K1-C1 

193885 

11256__2.R1039 
LIB3120-013-Q1-K1-F11 

193886 

11257_1.R1039 

LIB3120-013-Q1-K1-F12 

BLASTX 

g2500115 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 



673 

6.0e-71 

151 

85 

GLUTATHIONE REDUCTASE, CHLOROPLAST PRECURSOR (GR) (GRASE) 
>gi | 529375 | dbj | BAA07108 | (D37870) Glutathione Reductase 
precursor [Spinacia oleracea] 



beq. No* 


iyioo / 


contig ID 


11258__1 . R1039 


o -most EST 


LIB314 9-04Q-Q1-K1-G7 


Method 


BLASTX 


NCBI GI 


g4539422 


oiiAoi score 


con 


Hj vaXUc 


0 . U6 jj 


Match length 


124 


% identity 


76 


MUbi uescriprion 


(ALU4yi/l) putative protein [Arabiaopsis 


oeq. NO. 


lyoooo 


Contig ID 


11258_2.R1039 


o -most EST 


LIB3 165-02 7 -P1-K1-D4 


Method 


BLASTX 


NCBI GI 


g4539422 


BLAST score 


374 


E value 


6. Oe-36 


Match length 


115 


% identity 


68 


NCBI Description 


(AL049171) putative protein [Arabidopsis 


Seq. No. 


193889 


Contig ID 


11259_1.R1039 


5 1 -most EST 


uC-gsflnu33B084dllbl 


Method 


BLASTX 


NCBI GI 


gl587206 


BLAST score 


2582 


E value 


0 . 0e+00 


ixiaT-cn lengtn 




% identity 


94 


NCBI Description 


T complex protein [Cucumis sativus] 


Seq. No. 


193890 


Contig ID 


11290_1 . R1039 


5' -most EST 


uC-gsflnu33B004e07bl 


Method 


BLASTX 


NCBI GI 


gl073820 


BLAST score 


270 


E value 


5.0e-44 


Match length 


129 


% identity 


71 


NCBI Description 


adenylosuccinate lyase (purB) homolog - ] 




influenzae (strain Rd KW20) 


Seq. No. 


193891 


Contig ID 


11291 1.R1039 


5 '-most EST 


LIB3120-014-Q1-K1-B12 



- Haemophilus 



26046 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 f -most EST . 



193892 

11294JL.R1039 

g5045999 

BLASTX 

g2507455 

1255 

1.0e-139 

306 

78 

FORMATE — TETRAHYDRO FOLATE LI GAS E (FORMYLTET RAH YDRO FOLATE 
SYNTHETASE) (FHS) (FTHFS) >gi | 322401 | pir | IA43350 
formate — tetrahydrof olate ligase (EC 6.3.4.3) - spinach 
>gi 1 170145 (M83940) 10-formyltetrahydrof olate synthetase 
[Spinacia oleracea] 



193893 

11311JL.R1039 
LIB3272-005-P1-K1- 



F6 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



193894 

11322_1.R1039 

LIB3165-045-Q1-K1-G6 

BLASTX 

g4337177 

1174 

1.0e-129 

250 

87 

(AC006416) Identical to gb|Y10557 g5bf gene from 
Arabidopsis thaliana. ESTs gb|R30578, gb|R90475, 
gb|T22384, gb|T22425, gb|N64934 and gb|T46767 come from 
this gene. [Arabidopsis thaliana] 

193895 ' ' 

11329JL.R1039 

g5044894 

BLASTX 

gll72664 

720 

5.0e-76 

150 

89 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT III PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 17 KD PROTEIN) (PSI-F) 
>gi I 419791 |pir | IS31165 photosystem I chain III precursor - 
Flaveria trinervia >gi | 298482 | bbs | 127083 photosystem I 
reaction center subunit III, PSI-RC PsaF [Flaveria 
trinervia, Peptide, 232 aa] >gi 1168173 (M83119) photosystem 
I subunit III [Flaveria trinervia] 

193896 

11329_2.R1039 

LIB3165-013-P1-K1-A7 

BLASTX 

gll72664 

379 

2.0e-36 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



80 
91 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT III PRECURSOR 
(LIGHT- HARVESTING COMPLEX I 17 KD PROTEIN) (PSI-F) 
>gi| 419791 Ipir | | S31165 photosystem I chain III precursor - 
Flaveria trinervia >gi I 298482 | bbs 1 127083 photosystem I 
reaction center subunit III, PSI-RC PsaF [Flaveria 
trinervia, Peptide, 232 aa] >gi 1168173 (M83119) photosystem 
I subunit III [Flaveria trinervia] 

193897 

11336_1.R1039 

LIB3120-015-Q1-K1-B9 

BLASTX 

gll7291 

781 

3.0e-83 

181 

83 

CHLOROPLAST PHOSPHATE TRANSLOCATOR PRECURSOR (CTPT) (P36) 
(E29) >gi|81464 |pir| IS03638 triose 

phosphate/3-phosphoglycerate/phosphate translocator 
precursor - spinach >gi | 21274 | emb | CAA32016 | (X13754) 
phosphate translocator protein (AA 1 - 404) [Spinacia 
oleracea] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



193898 

11337JL 

LIB3145 

BLASTX 

g585241 

237 

9.0e-20 

61 

77 

HISTONE 
>gi|424 



R1039 
-045-Q1-K1-D8 



HI >gi| 629668|pir| IS45662 histone HI - tomato 
100 (U03391) histone HI [Lycopersicon esculentum] 



193899 

11337_2.R1039 

LIB3146-020-Q1-K1-D6 

BLASTX 

g4106696 

264 

8.0e-23 

67 

78 

(AB021872) ribosome-sedimenting protein [Pisum sativum] 
193900 

11342JL.R1039 

uC-gsflnu33B126f04bl 

BLASTN 

gl773329 

97 

4.0e-47 
245 
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% identity 

NCBI Description 



Seg. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



85 

Mesembryanthemum crystallinum glycolate oxidase (GOX) mRNA, 
complete cds 

193901 

11343_1.R1039 

uC-gsflnu33B093al0bl 

BLASTX 

gl928981 

1055 

1.0e-115 

251 

81 

(U92651) tonoplast intrinsic protein bobTIP26-l [Brassica 
oleracea var. botrytis] 



Seq. No. 

Contig ID 
-5' -most E£T\ 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193902 

11345JLR1039 

LIB314 6-006-Q1-K1-F3 

BLASTX 

gl084321 

278 

3.0e-29 

117 

66 

protochlorophyllide reductase (EC 1.3.1.33) - cucumber 
>gi I 2244 614 idbj |BAA21089| (D50085) 

NADPH-protochlorophyllide oxidoreductase [Cucumis sativus] 
193903 

11346_1.R1039 

LIB3120-015-Q1-K1-C8 

BLASTX 

g4559372 

286 

2.0e-25 

81 

78 

(AC006585) putative CONSTANS protein [Arabidopsis thaliana] 
193904 

11347JL.R1039 

LIB3120-015-Q1-K1-C9 

BLASTX 

g2651308 

329 

1.0e-30 

117 

66 

(AC002336) putative myosin heavy chain [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



193905 

11351_1.R1039 

LIB3165-017-P1-K1-F5 

BLASTX 

g2494415 
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BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. ^o. 

Contidf-iD * * 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1156 

1.0e-127 

275 

85 

FRUCTOSE-1, 6-BISPHOSPHATASE, CHLOROPLAST PRECURSOR 

(D- FRUCTOSE- 1, 6-B IS PHOSPHATE 1-PH0SPH0HYDR0LASE) (FBPASE) 

>gi | 515747 (L34841) fructose-1, 6-bisphosphatase [Glycine 

max] 

193906 

11352_1.R1039 
LIB3120-015-Q1-K1-D2 

193907 

11364_1.R1039 
LIB3145-033-Q1-K1-E3 

193908 

11365JL.R1039 
LIB3120-015-Q1-K1-E6 

193909 

11366_1.R1039 
g5044754 

193910 

11377_1.R1039 

LIB3272-052-P1-K1-A7 

BLASTX 

g2493144 

568 

2.0e-58 

165 

73 

VACUOLAR ATP SYNTHASE 16 KD PROTEOLIPID SUBUNIT (V-ATPASE 
16 KD PROTEOLIPID SUBUNIT) >gi | 2118221 | pir | | S60132 
H+-transporting ATPase (EC 3.6.1.35), vacuolar, 16K chain 
(clone AVA-P2) - Arabidopsis thaliana >gi 1926937 (L44585) 
vacuolar H+-pumping ATPase 16 kDa proteolipid [Arabidopsis 
thaliana] 

193911 

11377_2.R1039 

uC-gsronu33B171f02bl 

BLASTX 

g2493144 

580 

1.0e-59 

165 

75 

VACUOLAR ATP SYNTHASE 16 KD PROTEOLIPID SUBUNIT (V-ATPASE 
16 KD PROTEOLIPID SUBUNIT) >gi | 2118221 | pir | | S60132 
H+-transporting ATPase (EC 3.6.1.35), vacuolar, 16K chain 
(clone AVA-P2) - Arabidopsis thaliana >gi 1926937 (L44585) 
vacuolar H+-pumping ATPase 16 kDa proteolipid [Arabidopsis 
thaliana] 
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Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI. GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193912 

11377_3.R1039 

LIB3166-005-P1-K1-H8 

BLASTX 

g2493146 

404 

2.0e-39 

115 

52 

VACUOLAR ATP SYNTHASE 16 KD PROTEOLIPID SUBUNIT >gi 1755148 
(U13669) vacuolar H+- ATPase proteolipid (16 kDa) subunit 
[Gossypium hirsutum] >gi | 4519415 | dbj | BAA75542 . 1 | (AB024275) 

vacuolar H+-ATPase c subunit [Citrus unshiu] 

193913 

11377_5.R1039 

LIB3196-050-P1-M1-C4 

BLASTX 

g24 93144 

405 

1.0e-39 

99 

84 

VACUOLAR ATP SYNTHASE 16 KD PROTEOLIPID SUBUNIT (V-ATPASE 
16 KD PROTEOLIPID SUBUNIT) >gi | 2118221 | pir | | S 60132 
H+-transporting ATPase (EC 3.6.1.35) , vacuolar, 16K chain 
(clone AVA-P2) - Arabidopsis thaliana >gi 1926937 (L44585) 
vacuolar H+~pumping ATPase 16 kDa proteolipid [Arabidopsis 
thaliana] 

193914 

11380_1.R1039 

LIB3120-015-Q1-K1-G1 

BLASTX 

g2501647 

480 

3.0e-48 

134 

74 

UROPORPHYRINOGEN DECARBOXYLASE PRECURSOR (UPD) 
>gi 1 1362120 Ipir | | S55732 uroporphyrinogen decarboxylase - 
common tobacco >gi 1 1009429 | emb | CAA5 8040 | (X82833) 
uroporphyrinogen decarboxylase [Nicotiana tabacum] 

193915 

11382_1.R1039 

LIB3120-015-Q1-K1-G11 

BLASTX 

g!172974 

556 

4.0e-57 

137 

79 

CHLOROPLAST SOS RIBOSOMAL PROTEIN L16 >gi 1454860 (M80799) 
ribosomal protein LI 6 [Vigna unguiculata] 



Seq. No. 



193916 
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Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

'% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No.' 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



11383_1.R1039 

LIB3120-015-Q1-K1-G12 

BLASTX 

gl22781 

599 

7.0e-62 

143 

77 

POTENTIAL HEME-BINDING PROTEIN PRECURSOR (ORF 229) 

>gi| 82210 |pir| IA05198 hypothetical protein 229 - common 

tobacco chloroplast >gi | 1184 4 | emb | CAA77364 | (Z00044) 

hypothetical protein [Nicotiana tabacum] 

>gi I 225212 |prf || 1211235AT ORF 229 [Nicotiana tabacum] 

193917 

11389JL.R1039 
LIB3120-015-Q1-K1-G8 

193918 - 

11397JL.R1039 

uC-gsronu33B154bl2b2 

BLASTX 

g3335359 

172 

6.0e-17 

84 
56 

(AC003028) unknown protein [Arabidopsis thaliana] 
193919 

11400_1.R1039 

LIB3120-027-Q1-K1-A2 

BLASTX 

g2791423 

225 

3.0e-18 

76 

55 

(AL021185) bcp [Mycobacterium tuberculosis] 
193920 

11402J..R1039 
LIB3120-016-Q1-K1-A11 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193921 

11404_1.R1039 

LIB3272-003-P1-K1-D3 

BLASTX 

gl351408 

907 

4.0e-98 

246 

69 

VACUOLAR PROCESSING ENZYME PRECURSOR <VPE) 
>gi 1 1076563 |pir | | S51117 cystein proteinase - sweet orange 
>gi|633185|emb|CAA87720| (Z47793) cystein proteinase (by 
similarity) [Citrus sinensis] >gi | 1588548 |prf || 2208463A 
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# 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



vascular processing protease [Citrus sinensis] 
193922 

11405_1.R1039 

LIB3165-006-P1-K4-A10 

BLASTX 

g3913711 

1583 

1.0e-177 

333 

89 

NADP-DEPENDENT GLYCERALDEHYDE- 3 -PHOSPHATE DEHYDROGENASE 
(NON-PHOSPHORYLATING GLYCERALDEHYDE 3-PHOSPHATE 

DEHYDROGENASE) (GLYCERALDEHYDE- 3 -PHOSPHATE DEHYDROGENASE 
(NADP+) ) (TRIOSEPHOSPHATE DEHYDROGENASE) 

>gi| 4379384 | emb | CAA53076 | (X75327) 

glyceraldehyde-3-phosphate dehydrogenase 
(nonphosphorylating,NADP+) [Pisum sativum] 

193923 

11405_2.R1039 

LIB3165-008-P1-K1-F2 

BLASTX 

g2494076 

486 

6.0e-49 

104 

88 

NADP-DEPENDENT GLYCERALDEHYDE- 3 -PHOSPHATE DEHYDROGENASE 
(NON-PHOSPHORYLATING GLYCERALDEHYDE 3-PHOSPHATE 

DEHYDROGENASE ) ( GLYCERALDEHYDE- 3 -PHOSPHATE DEHYDROGENASE 
(NADP+) ) (TRIOSEPHOSPHATE DEHYDROGENASE) >gi 11842115 
(U87848) non-phosphorylating glyceraldehyde dehydrogenase 
[Nicotiana plumbagini folia] 

193924 

11414_2.R1039 

LIB3120-016-Q1-K1-B7 

BLASTX 

g4220481 

559 

3.0e-57 

167 

61 

(AC006069) unknown protein [Arabidopsis thaliana] 
193925 

11418_1.R1039 
LIB3120-016-Q1-K1-C11 

193926 

11429_1.R1039 

LIB3120-016-Q1-K1-E11 

BLASTX 

g4539315 

305 

1.0e-27 
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Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



63 
55 

(AL035679) 
thaliana] 



putative zinc finger protein [Arabidopsis 



193927 

11430_1.R1039 
g5047420 

193928 

11430_2.R1039 
uC-gsflnu33B114f!0bl 

193929 

11434_1.R1039 

LIB3165-060-Q1-K1-A12 

BLASTX 

g2194137 

379 

6.0e-36 

170 

54 

(AC002062) ESTs gb | R29947, gb | H7 6702 come from this gene 
[Arabidopsis thaliana] 

193930 

11435J..R1039 

LIB3165-037-P1-K1-H2 

BLASTX 

g4455251 

367 

4.0e-35 

115 

63 

(AL035523) magnesium-protoporphyrin IX 
methyltransferase-like protein [Arabidopsis thaliana] 



Seq. No. 


193931 


Contig ID 


11440 1.R1039 


5 '-most EST 


LIB3120-016-Q1-K1-G9 


Method 


BLASTX 


NCBI GI 


g4454014 


BLAST score 


135 


E value 


3.0e-13 


Match length 


110 


% identity 


38 


NCBI Description 


(AL035396) putative 3 


Seq. No. 


193932 


Contig ID 


11441 1.R1039 


5" -most EST 


LIB3145-043-Q1-K1-E4 


Method 


BLASTX 


NCBI GI 


g3510256 


BLAST score 


149 


E value 


2.0e-09 


Match length 


64 


% identity 


45 S 
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NCBI Description (AC005310) unknown protein [Arabidopsis thaliana] 



Seq. No. 


iy3933 


uonrig id 


1144b l.KlUoy 


5 '-most EST 


LIB314 9-031-Q1-K1-C12 


Metnoa 


BLASTX 


NCBI GI 


gl /0 /o /o 


BLAST score 


1639 


E value 


0.0e+00 


Match length 


343 


% identity 


90 


NCBI Description 


AMI NOMETHYLTRANSFE RASE PRECURSOR (GLYCINE CLEAVAGE SYSTEM 




PROTEIN) >gi | 2129976 1 pir | | S59948 ammomethyl transferase (E 




^.l.z.10) precursor - potato >gi | 438254 | emb | CAAoluol | 




(Z25862) T-protem [Solanum tuberosum] 


Seq. No. 




ooncig iu 


114o / 1 . KIU 


o 1 -most EST 


LIB3 165-02 7 -Pl-Kl -All 


Method 


BLASTX 


NCBI GI 


gl256259 


BLAST score 


274 


E value 


3 . Oe-24 


Match length 


112 


% identity 


51 


NCBI Description 


(U50900) voltage-dependent anion channel protein [Spinacia 




oleracea] 


Seq. No. 


193935 


Contig ID 


11458 1.R1039 


5 '-most EST 


LIB3120-017-Q1-K1-B2 


Method 


BLASTX 


NCBI GI 


g4510387 


BLAST score 


599 


E value 


5.0e-62 


Match length 


172 


% identity 


65 


NCBI Description 


(AC007017) unknown protein [Arabidopsis thaliana] 


Seq. No. 


193936 


Contig ID 


11461_1 .R1039 


5 1 -most EST 


LIB3120-017-Q1-K1-B5 


Metnoa 


BLASTX 


NCBI GI 


gl071913 


BLAST score 


290 


E value 


4.0e-26 


Match length 


72 


% identity 


79 


NCBI Description 


cysteine synthase (EC 4.2.99.8) C precursor, mitochondrial 




- spinach >gi | 1066153 | abj | BAA07177 | (D37963) cysteine 




synthase [Spinacia oleracea] 


Seq. No. 


193937 


Contig ID 


11469 1.R1039 


5 '-most EST 


g5045824 


Method 


BLASTX 


NCBI GI 


gl21349^ 
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# 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBF Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



1746 
0.0e+00 
342 
92 

GLUTAMINE SYNTHETASE SHOOT ISOZYME (GLUTAMATE— AMMONIA 
LIGASE) (CLONE LAMBDA-GS28) >gi | 20368 | emb | CAA324 61 1 
(X14245) cytosolic glutamine synthetase (AA 1-356) [Oryza 
sativa] 

193938 

11470__1.R1039 

LIB3189-048-P1-K1-A2 

BLASTX 

g2244847 

604 

1.0e-62 

210 

57 

(Z97337) hydroxyproline-rich glycoprotein homolog 
[Arabidopsis thaliana] 

193939 

11470_2.R1039 

LIB3165-045-Q1-K1-B9 

BLASTX 

g2244847 

668 

5.0e-70 

215 

61 

(Z97337) hydroxyproline-rich glycoprotein homolog 
[Arabidopsis thaliana] 

193940 

11470_3.R1039 

LIB3165-041-Q1-K1-F1 

BLASTX 

gl708313 

515 

3.0e-52 

114 

91 

HEAT SHOCK PROTEIN 81-3 (HSP81-3) >gi | 999396 | bbs | 163637 
(S77849) heat-shock Protein=HSP81-3 [Arabidopsis 
thaliana^thale-cress, Peptide, 699 aa] [Arabidopsis 
thaliana] 

193941 

11472_1.R1039 
LIB3166-058-P1-K1-A12 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 



193942 

11483JL.R1039 
LIB3120-017-Q1-K1-D7 

193943 

11485^|;. R1039 
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5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3272-046-P1-K1-B11 

BLASTX 

g303730 

545 

7.0e-56 

121 

88 

(D12540) GTP-binding protein [Pisum sativum] 

>gi I 738933 fprf I (2001457A GTP-binding protein [Pisum 

sativum] 

193944 

11494_1.R1039 

g5050733 

BLASTX 

g4160280 

1012 

1.0e-110 

290 

63 

(AJ006224) purple acid phosphatase [Ipomoea batatas] 
193945 

11496JL.R1039 

LIB3149-064-Q1-K1-A2 

BLASTX 

g4538945 

533 

3.0e-54 

147 

68 

(AL049483) putative thioredoxin [Arabidopsis thaliana] 
193946 

11498JL.R1039 

uC-gs f Imaxxa 0 0 8 e 0 5b 1 

BLASTX 

gl21689 

412 

4.0e-40 

111 

65 

GAST1 PROTEIN PRECURSOR >gi | 100217 | pir || S22151 GAST1 
protein - tomato >gi 119247 | emb | CAA4 4807 | (X63093) gastl 
[Lycopersicon esculentum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193947 

11501_1.R1039 

LIB3120-017-Q1-K1-F2 

BLASTX 

g4512655 

168 

1.0e-ll 

128 

50 

(AC007048) putative protein phosphatase 2C [Arabidopsis 
thaliana] 



26057 



# 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193948 

11503JL.R1039 

LIB3120-017-Q1-K1-F4 

BLASTX 

gl32677 

471 

4.0e-47 

170 

61 

SOS RIBOSOMAL PROTEIN LIS, CHLOROPLAST PRECURSOR (CL15) 
>gi I 71241 |pir| IR5MUL5 ribosomal protein LIS precursor, 
chloroplast - Arabidopsis thaliana >gi 1 164 97 | emb | CAA77593 | 
(Z11508) Plastid ribosomal protein CL15 [Arabidopsis 
thaliana] 



Seq. No. 


193949 


Contig ID 


11504 1.R1039 


5' -most EST 


LIB3197-030-Q1-M1-D6 


Method 


BLASTX 


NCBI GI 


g4454012 


BLAST score 


457 


E value 


2.0e-45 


Match length 


123 


% identity 


67 


NCBI Description 


(AL035396) Pollen-specific 




[Arabidopsis thaliana] 


Seq. No. 


193950 


Contig ID 


11505 3.R1039 


5 '-most EST 


LIB3145-014-Q1-K1-E2 


Method 


BLASTX 


NCBI GI 


g3668080 


BLAST score 


721 


E value 


2. 0e-76 


Match length 


202 


% identity 


72 


NCBI Description 


(AC004667) unknown protein 


Seq. No. 


193951 


Contig ID 


11507 1.R1039 


5' -most EST 


LIB3165-006-P1-K1-A8 


Method 


BLASTX 


NCBI GI 


gl353352 


BLAST score 


1174 


E value 


1.0e-130 


Match length 


375 


% identity 


63 


NCBI Description 


(U31975) alanine aminotrans 




reinhardtii] 


Seq. No. 


193952 


Contig ID 


11507 2.R1039 


5 '-most EST 


LIB3165-036-P1-K1-B2 


Method 


BLASTX 


NCBI GI 


gl353352 


BLAST score 


183 



[ Chlamydomonas 



26058 



# 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-13 

48 

75 

(U31975) alanine aminotransferase [Chlamydomonas 
reinhardt ii ] 

193953 

11508_1.R1039 

LIB3120-027-Q1-K1-C2 

BLASTX 

gl755156 

393 

4.0e-38 

130 

59 

(U75189) germin-like protein [Arabidopsis thaliana] 
>gi 1 1755158 (U75190) germin-like protein [Arabidopsis 
thaliana] >gi 11755170 (U75196) germin-like protein 
[Arabidopsis thaliana] >gi 11755172 (U75197) germin-like 
protein [Arabidopsis thaliana] >gi | 1755180 (U75201) 
germin-like protein [Arabidopsis thaliana] >gi 11755190 
(D75206) germin-like protein [Arabidopsis thaliana] 
>gi 1 1934728 (U95035) germin-like protein [Arabidopsis 
thaliana] >gi 14154285 (AF090733) germin-like protein 1 
[Arabidopsis thaliana] 



193954 

11510_1.R1039 

LIB3165-034-P1-K2-A9 

BLASTX 

g3158474 

652 

3.0e-68 

151 
84 

(AF067184) aquaporin 



1 [Samanea saman] 



193955 

11513_1.R1039 

LIB3120-017-Q1-K1-G2 

BLASTX 

g3096945 

440 

1.0e-43 

102 

82 

(AL023094) putative auxin-regulated protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



193956 

11520J..R1039 

LIB3120-017-Q1-K1-H1 

BLASTX 

gll70028 

184 

4.0e-30 
76 



26059 



% identity 

NCBI Description 



85 

GLUTAMATE- 1 -SEMI ALDEHYDE 2, 1-AMINOMUTASE 1 PRECURSOR (GSA 
1) ( GLUTAMATE - 1 - S EMI ALDEHYDE AMINOTRANSFERASE 1) ( GSA- AT 1) 
>gi| 454357 (U03773) 

glutamate-l-semialdehyde-2, 1-aminomutase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193957 

11523JL.R1039 
LIB3120-017-Q1-K1-H3 

193958 

11530JL.R1039 

LIB3120-018-Q1-K2-A1 

BLASTX 

g3395588 

170 

5.0e-12 

84 

44 

(AL031179) serine-threonine protein phosphatase 
[Schizosaccharomyces pombe] 



Seq. No. 


193959 


Contig ID 


11533 1.R1039 


5 '-most EST 


g5050321 


Method 


BLASTX 


NCBI GI 


g2245125 


BLAST score 


174 


E value 


3.0e-12 


Match length 


47 


% identity 


64 


NCBI Description 


(Z 97343) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


193960 


Contig ID 


11537 1.R1039 


5 T -most EST 


LIB3120-018-Q1-K2-A5 


Seq. No. 


193961 


Contig ID 


11539 1.R1039 


5 '-most EST 


LIB3120-018-Q1-K1-A8 


Method 


BLASTX 


NCBI GI 


gl894771 


BLAST score 


150 


E value 


1.0e-09 


Match length 


134 


% identity 


34 


NCBI Description 


(Z92954) product highly similar to metabolite transport 



proteins 
(Z99122) 
subtilis] 



[Bacillus subtilis] >gi | 2636109 | emb | CAB15600 . 1 1 
similar to metabolite transport protein [Bacillus 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



193962 

11542_1.R1039 
uC-gsflnu33B012h08bl 
BLASTX 
g4176531 . 



26060 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



424 

1.0e-41 

191 

45 

(AL035263) weak similarity to chick phosphatidylcholine-ste 
rol acetyltransferase [Schizosaccharomyces pombe] 

193963 

11545_1.R1039 

LIB3120-018-Q1-K1-B2 

BLASTX 

g2506788 

475 

2.0e-47 

158 

26 

GERANYLGERANYL TRANSFERASE TYPE II BETA SUBUNIT (RAB 
GERANYLGERANYLTRANSFERASE BETA SUBUNIT) (RAB 
GERANYL-GERANYLTRANSFERASE BETA SUBUNIT) (RAB GG 
TRANSFERASE) (RAB GGTASE) >gi | 1332508 | emb | CAA66638 | 
(X98001) geranylgeranyl transferase II [Homo sapiens] 

193964 

11548_1.R1039 
LIB3272-018-P1-K1-H10 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



193965 

11554JL.R1039 

LIB3120-018-Q1-K1-C11 

BLASTX 

g4415916 

356 

2.0e-39 

144 

56 

(AC006282) putative pectin methylesterase [Arabidopsis 
tha liana] 

193966 

11556_1.R1039 
uC-gsflmaxxa010a02bl 

193967 

11558_1.R1039 

LIB3120-018-Q1-K2-C6 

BLASTX 

g3249081 

389 

2.0e-37 

152 

11 

(AC004473) Strong similarity to AR0GP2 gene gb 11762634 from 
Lycopersicon esculentum. [Arabidopsis thaliana] 

193968 

11562_1.R1039 
LIB3165-024-P1-K1-E7 



26061 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 



BLASTX 

g2499967 

268 

3.0e-23 

129 

49 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT IV B PRECURSOR {PSI-E 
B) >gi| 632724 |bbs|151002 (S72358) photos ys tern I subunit 
PSI-E [Nicotiana sylvestris, leaves, Peptide Chloroplast, 
143 aa] [Nicotiana sylvestris] 



Seq. No. 


193969 


Contig ID 


11568 1.R1039 


5 '-most EST 


LIB3120-018-Q1-K2-D3 


Seq. No. 


193970 


Contig ID 


11570 1.R1039 


5 '-most EST 


LIB3120-018-Q1-K2-D5 


Method 


BLASTX 


NCBI GI 


g3785983 


BLAST score 


191 


E value 


2.0e-14 


Match length 


70 


% idpntitv 


49 


NCBI Description 


(AC005560) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


193971 


Contig ID 


11574_1.R1039 


5 '-most EST 


uC-gsflnu33B060al2bl 


Method 


BLASTX 


NCBI GI 


gl657948 


BLAST score 


1227 


E value 


1.0e-135 


Match length 


291 


% identity 


81 


NCBI Description 


(U73466) MipC [Mesembryanthemum crystallinum] 


Seq. No. 


193972 


Contia ID 


11577 1 R1039 


5' -most EST 


LIB3120-018-Q1-K1-E11 


Seq. No. 


193973 


Contig ID 


11581_2.R1039 


5' -most EST 


uC-gsflmaxxa014a08bl 


Method 


BLASTX 


NCBI GI 


g3738306 


BLAST score 


207 


E value 


4.0e-16 


Match length 


56 


% identity 


70 


NCBI Description 


(AC005309) unknown protein [Arabidopsis thaliana] 


Seq. No. 


193974 


Contig ID 


11584 1.R1039 


5 '-most EST 


LIB3197-020-Q1-M1-E5 


Seq. No. 


193975 



26062 



II 



Contig ID 


11586 1.R1039 


5' -most EST 


LIB3120-018-Q1-K1-F1 


oeq. NO . 


±y jy / o 


Contig ID 


11588 1.R1039 


5 '-most EST 


LIB3165-055-P1-K1-E4 


Oo/t VT--> 

oeq, 1NO. 


±yj y / / 


uontig lu 


lloyi l.Rluoy 


C I _m/-\o+- TOT 1 

o —most hoi 


LIBol^U-Ulo-Ql-Kz-FJ 


oeq. wo. 


xyjy io 


oonxig id 


i t c oo i ni /ion 

iioyz 1.R1UJ9 


o iuosl Hjoi 


J_i±rJo±4o — uoy— yi— Jxl— 


i v ic LX1UU. 


PT ZICITY 




y jo i •j t ±\>o 


BLAST score 


476 


E value 


2.0e-47 


Match length 


234 


% identity 


46 


NCBI Description 


(Z68341) predicted using 



Seq. No. 
Contig ID 
5' -most EST 



SNF2alpha protein (PIR Acc. No. S45251) ; cDNA EST 
EMBL:D26678 comes from this gene; cDNA EST EMBL:D26681 
comes from this gene; cDNA EST EMBL:D26680 comes from this 
gene; ... >gi | 3879468 | emb | CAA92 978 | (Z68751) predicted 
using Genefinder; Similarity to Human SNF2alpha protein 
(PIR Acc. No. S45251); cDNA EST EMBL:D26678 comes from this 
gene; cDNA EST EMBL:D26681 comes from this gene; cDNA EST 
EMBL:D26680 comes from this gene; 

193979 

11594JL.R1039 
LIB3120-018-Q1-K2-F2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193980 

11595__1.R1039 

LIB3145-047-Q1-K1-C10 

BLASTX 

g2583135 

661 

3.0e-69 

204 

65 

(AC002387) hypothetical protein [Arabidopsis thaliana] 
>gi 1 3822216 (AF074948) FIL [Arabidopsis thaliana] 
>gi|4322477|gb|AAD16053! (AF087015) abnormal floral organs 
protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



193981 

11595_2.R1039 
LIB3120-018-Q1-K1-F7 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



193982 

11597_1.R1039 

LIB3120-018-Q1-K1-F9 

BLASTX 

g267120 



26063 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -mo st EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



434 

8.0e-43 

132 

67 

THIOREDOXIN F-TYPE PRECURSOR (TRX-F) >gi 1 100070 | pir | | S20929 
thioredoxin f precursor - garden pea 

>gi|20907|emb|CAA45098| (X63537) thioredoxin F [Pisum 
sativum] >gi 11388086 (U35S30) thioredoxin f [Pisum sativum] 

193983 

11598JL.R1039 
LIB3120-018-Q1-K2-G1 

193984 

11599JL.R1039 

LIB3135-047-Q1-K1-G1 

BLASTX 

gl36707 

788 

3.0e-84 

198 

75 

CYTOCHROME B6-F COMPLEX IRON-SULFUR SUBUNIT PRECURSOR 
(RIESKE IRON-SULFUR PROTEIN) (RISP) >gi | 280397 | pi-r | | S26199 
plastoquinol — plastocyanin reductase (EC 1.10.99.1) 
iron-sulfur protein precursor - garden pea 
>gi|20832|emb|CAA45151| (X63605) chloroplast Rieske FeS 
protein [Pisum sativum] 

193985 

11602_1.R1039 
LIB3197-034-Q1-M1-C9 

193986 

11602_2.R1039 
LIB3166-043-P1-K1-C2 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



193987 

11603_1.R1039 

LIB3120-018-Q1-K2-G3 

BLASTX 

g4151117 

255 

5.0e-22 

123 
46 

(AJ224926) kco2 [Solanum tuberosum] 
193988 

11608_1.R1039 
LIB3120-018-Q1-K1-G9 

193989 

11614JL.R1039 

LIB3197-037-Q1-M1-E7 

BLASTX 

g2129471 



26064 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



513 

6.0e-52 

137 

67 

glyceraldehyde-3-phosphate dehydrogenase (EC 1.2.1.12) 
precursor - Scotch pine >gi 11100223 (L32560) 
glyceraldehyde-3-phosphate dehydrogenase [Pinus sylvestris] 



Seq. No. 


193990 


Contig ID 


11614_2.R1039 


o — mosu Jhjbi 


LIBolyo-054-Pl-Ml-Fl 


oeq. ino. 




contig ID 


11615 1.R1039 


o most Lbi 


LIB^lzU-01o-Ql-K2-H6 


Method 


BLASTX 


NCBI GI 


g3785974 


BLAbi score 


O C f 

zoo 


E value 


4 . Ue-zz 


TUY ^ 4— 1^ 1 tT\ /*t 4~ r*i 

lYiat-cn xengi,n 


1 AO 


% identity 


c o 
0Z 


NCBI Description 


(AC005560) putative DNA 


Seq. No. 


*i Pi "~i /~s r\ 

193992 


Lontig ID 


11687_1 .R1039 


0 — mOST. CjOI 


LlboizU-Uiy-Ql-Kl-Bll 


Method 


BLASTX 


NCBI GI 


g2347189 


BLAST score 


271 


E value 


1.0e-23 


Match length 


90 


% identity 


57 


NCBI Description 


(AC002338) hypothetical 




>gi 13150399 (AC004165) h 




thaliana] 


Seq. No. 


193993 


Contig ID 


11689 1.R1039 


5' -most EST 


LIB3166-001-Q1-K1-F6 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI 



193994 

11691JL.R1039 

LIB3189-043-P1-K1-C3 

BLASTX 

g4105269 

326 

5.0e-30 

205 

40 

(AF044574) putative peroxisomal 2, 4-dienoyl-CoA reductase 
[Rattus norvegicus] 

193995 

11693_1.R1039 

LIB3120-019-Q1-K1-B7 

BLASTX 

g4558556 



26065 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273 

5.0e-24 

142 

42 

(AC007138) predicted protein of unknown function 
[Arabidopsis thaliana] 



C 1 VT « 

oeq. no. 


±y jy y o 


oonuig ID 


1 1 CQ/I 1 D1 n"?Q 

iiby4i l.Kiuoy 


o — most: bbi 








NCBI bl 


„0 OQOQ1 T 


BLAST score 




E value 


i Art on 


lYiaucn ieny in 


y o 






NCBI Description 


(AL031018) hypothetical protein [Arab 


Seq. No. 


193997 


Contig ID 


11695 1.R1039 


5 '-most EST 


LIB3120-019-Q1-K1-B9 


Method 


BLASTX 


NCBI GI 


gl362152 


BLAST score 


984 


E value 


1.0e-107 


Match length 


231 


% identity 


76 


NCBI Description 


ribosomal protein S6 kinase homolog ( 



[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
S'-most EST 

Seq. No. 
Contig ID 
5* -most EST 



>gi | 8719861 emb | CAA56313 | (X79992 ) 
protein S6 kinase [Avena sativa] 

193998 

11697_1.R1039 
uC-gsflmaxxa047c08bl 

193999 

11698_1.R1039 
LIB3196-024-P1-M1-D12 



putative pp70 ribosomal 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
-NCBI GI 
BLAST score 



194000 

11699JL.R1039 

LIB3120-019-Q1-K1-C12 

BLASTX 

g421813 

165 

3.0e-ll 

87 

36 

storage protein, bark - cottonwood >gi | 20465 I emb | CAA49669 I 
(X70064) bark storage protein [Populus deltoides] 

194001 

11700_1.R1039 

LIB3120-019-Q1-K1-C2 

BLASTX 

g2501460 

239 



26066 



II 

E value 1.0e-19 

Match length 256 

% identity 31 

NCBI Description PROBABLE UBIQUITIN CARBOXYL- TERMINAL HYDROLASE HAUSP 
(UBIQUITIN THIOLESTERASE HAUSP) (UBIQUITIN-SPECIFIC 
PROCESSING PROTEASE HAUSP) (DEUBIQUITINATING ENZYME HAUSP) 
(HERPESVIRUS ASSOCIATED UBIQUITIN-SPECIFIC PROTEASE) 
>gi 1 1545952 |emb|CAA96580| (Z72499) herpesvirus associated 
ubiquitin-specif ic protease (HAUSP) [Homo sapiens] 
>gi | 4507857 | ref I NP_0034 61 . 1 |pUSP7 | Herpes virus-associated 
ubiquitin-specific protease 




Seq. No. 


194002 


Contig ID 


11706_1.R1039 


5' -most EST 


LIB3120-019-Q1-K1-C8 


Method 


BLASTX 


NCBI GI 


g2191175 


BLAST score 


163 


E value 


3.0e-ll 


Match length 


118 


% identity 


43 


NCBI Description 


(AF007270) A_IG002P16.24 gene product [Arabidopsis 




thaliana] 


Seq. No. 


194003 


Contig ID 


11709_1.R1039 


5' -most EST 


LIB3120-019-Q1-K1-D10 


Method 


BLASTX 


NCBI GI 


g3135611 


BLAST score 


525 


E value 


2.0e-53 


Match length 


125 


% identity 


77 


NCBI Description 


(AF062485) cellulose synthase [Arabidopsis thaliana] 


Seq. No. 


194004 


Contig ID 


11711 1.R1039 


5" -most EST 


LIB3165-043-Q1-K1-B2 


Method 


BLASTX 


NCBI GI 


g!173347 


BLAST score 


587 


E value 


8.0e-61 


Match length 


126 


% identity 


90 


NCBI Description 


SEDOHEPTULOSE-1, 7 -BIS PHOSPHATASE CHLOROPLAST PRECURSOR 



(SEDOHEPTULOSE-BISPHOSPHATASE) (SBPASE) (SED (1,7) P2ASE) 
>gi 1 100803 |pir| IS23452 sedoheptulose-bisphosphatase (EC 
3.1.3.37) precursor - wheat >gi 1 14265 I emb I CAA4 6507 | 
(X65540) sedoheptulose-1, 7-bisphosphatase [Triticum 
aestivum] 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



194005 

11712_1.R1039 

LIB3272-052-P1-K1-F10 

BLASTX 

g3168840 

313 



26067 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-28 

78 

74 

(U88711) copper homeostasis factor [Arabidopsis thaliana] 
194006 

11712_2.R1039 

uC-gsflmaxxa028f02bl 

BLASTX 

g3168840 

330 

1.0e-30 

97 

67 

(U88711) copper homeostasis factor [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 1 -most : EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194007 

11712_3.R1039 

uC-gsronu33B061g04bl - 

BLASTX 

g3168840 

306 

5.0e-28 

79 

75 

(U88711) copper homeostasis factor [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194008 

11712_4.R1039 

LIB3120-019-Q1-K1-D2 

BLASTX 

g4432821 

256 

1.0e-21 

137 

43 

(AC006593) 
thaliana] 



putative transmembrane protein [Arabidopsis 



Seq. No. 
Contig ID 
5' -most EST 



194009 

11713_1.R1039 
LIB3165-04 9-Q1-K1-A6 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



194010 

11714JL.R1039 

g5045603 

BLASTX 

g3953471 

280 

1.0e-24 

120 

53 

(AC002328) F2202.16 [Arabidopsis thaliana] 
194011 

11717JL.R1039 
LIB3120-019-Q1-K1-D8 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 



BLASTX 

gl814407 

817 

1.0e-122 

244 

91 

(U84891) H+-transporting ATPase 
crystallinum] 



[Mesembryanthemum 



194012 

11723JL.R1039 

LIB3120-019-Q1-K1-E2 

BLASTN 

g2605910 

328 

0.0e+00 

584 

89 

Kosteletzkya virgin! ca clone KVATP3 plasma membrane 
H+-ATPase mRNA, partial cds 



Seq. No. 


194013 


Contig ID 


11725 1.R1039 


5 '-most EST 


LIB3166-008-P1-K1-D4 


Method 


BLASTX 


NCBI GI 


g2911043 


BLAST score 


233 


E value 


3.0e-19 


Match length 


130 


% identity 


45 


NCBI Description 


(AL021961) putative protein [Arabidops 


Seq. No. 


194014 


Contig ID 


11726 1.R1039 


5* -most EST 


LIB3147-031-Q1-K1-C7 


Seq. No. 


194015 


Contig ID 


11730 1.R1039 


5' -most EST 


LIB3120-019-Q1-K1-F1 


Method 


BLASTX 


NCBI GI 


gl200205 


BLAST score 


360 


E value 


6.0e-34 


Match length 


145 


% identity 


50 


NCBI Description 


(X95753) DAG [Antirrhinum majus] 


Seq. No. 


194016 


Contig ID 


11731 1.R1039 


5 '-most EST 


LIB3120-019-Q1-K1-F10 


Method 


BLASTX 


NCBI GI 


g4454044 


BLAST score 


145 


E value 


5.0e-09 


Match length 


34 


% identity 


76 


NCBI Description 


(AL035394) putative Ap2 domain protein 
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thaliana] 



beq. NO . 


1 Q A f\ 1 "J 


L-ont-ig iu 


117/11 1 Dl ATQ 


5' -most EST 


LIB3120-019-Q1-K1-G10 


Method 


BLASTX 


NCBI GI 


g4zzU5^1 


oL/ioi score 




E value 


3. Oe-53 


Match length 


315 


% identity 




NCBI Description 


(AL035356) putative protein [Arabidopsis thaliana] 


Seq. No. 


194018 


uonng iu 


11/4Z 1.K1U3!? 


5 '-most EST 


LIB3189-028-P1-K1-H2 


Method 


BLASTX 


NCBI GI 


g43zo33o 


tsLAoi score 


/3b 


E value 


o. Ue-78 


Match length 


220 


% identity 


65 


NCBI Description 


(AF128392) No definition line found [Arabidopsis thaliana 


Seq. No. 


194019 


uontig id 


11/OZ 1.R1039 


5 T -most EST 


LIB3120-032-Q1-K1-B5 


Method 


BLASTX 


INLnl Gl 


gz 4 y y y o o 


BLAST score 


244 


E value 


4.0e-21 


Match length 


87 


% identity 


71 


NCBI Description 


PHOTOSYSTEM I REACTION CENTRE SUBUNIT IV A PRECURSOR (PSI 




A) >gi| 632722 |bbs 1 151001 (S72356) photosystem I subunit 




PSI-E [Nicotiana sylvestris, leaves , Peptide Chloroplast, 




141 aa] [Nicotiana sylvestris] 


Seq. No. 


194020 


uoniig iu 


1 1 7 CO O T51 H^Q 

ii /oz & • Kiu jy 


o -most EST 


LIB314 6-001-P1-K2-E9 


Method 


BLASTX 


JNUtJl Gl 


g^4 y y y oo 


BLAST score 


168 


E value 


1.0e-ll 


Match length 


35 


% identity 


91 


NCBI Description 


PHOTOSYSTEM I REACTION CENTRE SUBUNIT IV A PRECURSOR (PSI 




A) >gi| 632722 [bbs | 151001 (S72356) photosystem I subunit 




PSI-E [Nicotiana sylvestris, leaves, Peptide Chloroplast, 




141 aa] [Nicotiana sylvestris] 


Seq. No. 


194021 


Contig ID 


11752 3.R1039 


5 '-most EST 


LIB3165-039-Q1-K1-F3 


Method 


BLASTX 


NCBI GI 


g2499966 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



169 

9.0e-12 

111 

42 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT IV A PRECURSOR (PSI-E 
A) >gi | 632722 | bbs 1151001 (S72356) photosystem I subunit 
PSI-E [Nicotiana sylvestris, leaves, Peptide Chloroplast, 
141 aa] [Nicotiana sylvestris] 

194022 

11752_4.R1039 

LIB3120-027-Q1-K1-B3 

BLASTX 

g4512709 

257 

3.0e-22 

58 

83 

(AC0Q6569) putative photosystem I reaction center subunit 
IV precursor [Arabidopsis thaliana] 

194023 

11757JL.R1039 

LIB3165-047-Q1-K1-F10 

BLASTX 

g3892058 

324 

5.0e-30 

123 

54 

(AC002330) putative glutamate-/aspartate-binding peptide 
[Arabidopsis thaliana] 

194024 

U761_1.R1039 
LIB3120-019-Q1-K1-H8 

194025 

11767_1.R1039 

LIB3165-020-P1-K1-H4 

BLASTX 

g2467274 

386 

5.0e-37 

146 

58 

(Z99759) rna binding protein [Schizosaccharomyces pombe] 
194026 

11771_1.R1039 

LIB3189-052-P1-K1-E10 

BLASTX 

gl916807 

635 

4.0e-66 

180 

69 
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NCBI Description (U81162) auxin-binding protein [Primus persica] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score - 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
. Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194027 

11776_1.R1039 

g5049251 

BLASTX 

gl729927 

435 

7.0e-43 

174 

49 

QUEUINE TRNA-RI BOS YLTRANSFE RASE ( TRNA- GUANINE 
TRANSGLYCOS YLASE ) (GUANINE INSERTION ENZYME) >gi 1940182 
(U30888) tRNA-Guanine Transglycosylase [Homo sapiens] 

194028 

11777_1.R1039 

uC-gsflnu33B064b05bl 

BLASTX 

gl458245 

502 

2.0e-50 

367 

35 

(U64834) coded for by C. elegans cDNA cml7al; coded for by 
C. elegans cDNA cm7gl; coded for by C. elegans cDNA 
CEMSE26F; similar to methyltransf erases [Caenorhabditis 
elegans] 

194029 

11777_2.R1039 

LIB3145-046-Q1-K1-E3 

BLASTX 

gl055130 

245 

2.0e-20 

124 

39 

(U39998) coded for by C. elegans cDNA yk92bll.3; coded for 
by C. elegans cDNA yk92bll.5; coded for by C. elegans cDNA 
yk78c2.5; coded for by C. elegans cDNA cm9a8; coded for by 
C. elegans cDNA yk66h8.3; coded for by C. elegans cDNA 
yk78c2.3 

194030 

11780_1.R1039 

uC-gsronu33B167cllbl 

BLASTX 

gl532168 

260 

1.0e-22 

67 
69 

(U63815) localized according to blastn similarity to EST 
sequences; therefore, the coding span corresponds only to 
an area of similarity since the initation codon and stop 
codon could not be precisely determined [Arabidopsis 
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thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194031 

11781JL.R1039 

LIB3120-020-Q1-K1-B5 

BLASTX 

g2708314 

272 

1.0e-23 

121 

28 

(AF027727) protein disulfide isomerase RB60 [Chlamydomonas 
reinhardtii] >gi| 4104541 (AF036939) protein disulfide 
isomerase [Chlamydomonas reinhardtii] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194032 

11782JL.R1039 

LIB3166-050-P1-K1-E5 

BLASTX 

g3334323 

899 

4.0e-97 

193 

88 

GTP-BINDING PROTEIN SAR1A >gi 1 1314860 (U56929) Sari homolog 
[Arabidopsis thaliana] >gi | 2104532 | gb | AAC78700 . 1 | 
(AF001308) SARl/GTP-binding secretory factor [Arabidopsis 
thaliana] >gi | 2104550 (AF001535) AGAA.4 [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194033 

11782_2.R1039 

LIB3120-020-Q1-K1-B6 

BLASTX 

g3334323 

850 

2.0e-91 

192 

85 

GTP-BINDING PROTEIN SAR1A >gi 11314860 (U56929) Sari homolog 
[Arabidopsis thaliana] >gi | 2104532 | gb IAAC78700 . 1 | 
(AF001308) SARl/GTP-binding secretory factor [Arabidopsis 
thaliana] >gi | 2104550 (AF001535) AGAA.4 [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194034 

11783JL.R1039 

uC-gsronu33B178al2bl 

BLASTX 

g2388575 

279 

2.0e-24 

152 

40 

(AC000098) YUP8H12.18 



[Arabidopsis thaliana] 



Seq. No. 



194035 
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Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value. < 

Match length 

% identity 

NCBI Description 



11784_1.R1039 

LIB3146-032-Q1-K1-F12 

BLASTX 

g3914658 

674 

9.0e-71 

168 

77 

SOS RIBOSOMAL PROTEIN L24, CHLOROPLAST PRECURSOR 
>gi|1694974|emb|CAA70851| (Y09635) plastid ribosomal 
protein [Arabidopsis thaliana] 

194036 

11786_1.R1039 

LIB3120-036-Q1-K1-C8 

BLASTX 

gl084336 

392 

6.0e-38 

93 

76 

chlorophyll a/b-binding protein type II - Arabidopsis 
thaliana >gi 1541565 (U03395) PSI type II chlorophyll 
a/b-binding protein [Arabidopsis thaliana] 



Seq. No. 


194037 


oontig id 


ll/oo 1.R1039 


5' -most EST 


LIB3120-020-Q1-K1-C11 


Method 


BLASTX 


NCBI GI 


g3451463 


BLAST score 


364 


E value 


2.0e-34 


Match length 


185 


% identity 


43 


NCBI Description 


(AL031349) hypothetical protein [Schi 


Seq. No. 


194038 


Contig ID 


11792 1.R1039 


5' -most EST 


LIB3165-040-Q1-K1-G3 


Method 


BLASTX 


NCBI GI 


gl946367 


BLAST score 


664 


E value 


9.0e-70 


Match length 


162 


% identity 


79 


NCBI Description 


(U93215) unknown protein [Arabidopsis 


Seq. No. 


194039 


Contig ID 


11798 1.R1039 


5 '-most EST 


LIB3197-011-P1-M1-B11 


Method 


BLASTX 


NCBI GI 


g2702281 


BLAST score 


1595 


E value 


1.0e-178 


Match length 


434 


% identity 


70 


NCBI Description 


(AC003033) putative protein disulfide 
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Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Arabidopsis thaliana] 
194040 

11801JL.R1039 

g5049254 

BLASTX 

g4538961 

1320 

1.0e-147 

388 

70 

(AL049488) isoleucine-tRNA ligase-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194041 

11806_1.R1039 

LIB3165-053-Q1-K1-A4 

BLASTX 

g3860264 

967 

1.0e-105 

202 

88 

(AC005824) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194042 

11807_1.R1039 

LIB3165-024-P1-K1-A9 

BLASTX 

g4417271 

760 

5.0e-81 

189 

74 

(AC007019) putative cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194043 

11809_1.R1039 

g5047641 

BLASTN 

g2827140 

64 

3.0e-27 

308 

82 

Arabidopsis thaliana cellulose synthase catalytic subunit 
(Ath-A) mRNA, complete cds 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



194044 

11818JL.R1039 

g5046359 

BLASTX 

g4091080 

685 

5.0e-72 
228 
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% identity 




NCBI Description 


(A£U4oo/ij nucleic aciu Dinaing protein [uryza sat-xvaj 


beq. no. 


1 Q A C\ A R 
iy 4 U4 j 


oontig lu 


1 1 Q on 1 Dl n^Q 


c i _ T __ C ,4- rom 
0 — ItlO SI H b 1 


yjUfi 34 o j 


ixietnou. 




NCBI GI 


g3193298 


BLAST score 


212 


E value 


i . ue— 10 


Match length 


1U / 


% identity 


"3 Q 
OO 


NCBI Description 


/7\T?n^QOQO\ rn "1 / nQ *1 *"7 r> v/^/-3n /-^ +- r 7\ y^^-l /^Ar\o ? o f Vial i ana 

(ArUoyzyo) ii4Jro.i/ gene product L^rsoiaopsis tnanana. 


beq. no. 


i qvi n a c 

iy4U4o 


contig id 


iiozo l.Kiuoy 


0 "-ITIOSTI Hoi 


T TTS^I OC\ — C\OC\— r»1 — "K"1 — TT*} 


Fietnoa 


rSLiiiO 1 A 


NCBI GI 


g3599968 


BLAST score 


883 


E value 


o . ue— yo 


Match length 


Zoo 


-s identity 


/o 


NCBI Description 


(AF032123) clp protease [Arabidopsis thaliana] 


Seq. No. 


194U4 / 


Contig ID 


llozo l.RlOiy 


o -most, hbi 


1i1do1zu-UZU— yi-J\l— r o 


Method 


.dIjAoIA 


WuOl vrl 


y 1U / Oft 


BLAST score 


248 


E value 


5.0e-21 


Match length 


184 


% identity 


39 


NCBI Description 


carboxyl-terminal processing proteinase Dl precursor - 



spinach >gi | 2129489 | pir | | S65146 photosystem II Dl protein 
processing enzyme precursor - spinach 
>gi | 999435 | dbj | BAA09134 | (D50585) C-terminal protease 
precursor [Spinacia oleracea] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194048 

11831_1.R1039 

LIB3165-046-Q1-K1-E12 

BLASTX 

g508304 

367 

5.0e-35 

82 

79 

(L22305) corC [Medicago sativa] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



194049 

11849_1.R1039 

LIB3166-024-P1-K1-H4 

BLASTX 

g3894190 

471 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



8.0e-47 

204 
49 

(AC005662) putative RNA polymerase [Arabidopsis thaliana] 
194050 

11850JL.R1039 

LIB3120-020-Q1-K1-H9 

BLASTX 

g2388578 

660 

3.0e-69 

184 

70 

(AC000098) Similar to Mycobacterium RlpF (gb|Z84395). ESTs 
gb|T75785,gb|R30580,gb|T04698 come from this gene. 
[Arabidopsis thaliana] 

194051 

11851JL.R1039 
LIB3120-021-Q1-K1-A1 

194052 

11852_1.R1039 
LIB3120-021-Q1-K1-A11 

194053 

11862_1.R1039 

LIB3197-046-Q1-M1-B3 

BLASTX 

g2911073 

762 

6.0e-81 

228 

68 

(AL021960) putative protein [Arabidopsis thaliana] 
194054 

11871__1.R1039 

LIB3272-028-P1-K1-D5 

BLASTX 

gl944319 

682 

2.0e-71 

206 

65 

(D31700) cysteine proteinase inhibitor [Glycine max] 
>gi! 1944342 | dbj |BAA19610| (D64115) cysteine proteinase 
inhibitor [Glycine max] 

194055 

11879JL.R1039 

LIB3120-021-Q1-K1-C8 

BLASTX 

g2494119 

510 

1.0e-51 
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Match length 

% identity 

NCBI Description 



151 
66 

(AC002376) EST gb|T04104 comes from this gene, 
thaliana] 



[Arabidopsis 



Seq. No. 


194056 


uontig ±d 


1 1 QOC 1 nl n"3Q 


o — mosr. toi 


t Ti2*3i on_noi _r\i _i<n _nc 
JLIdJIzu — UZX— yl i\± — ud 


Method 


BLAbTX 




gj /ooy yi 


Dijiib i score 




E value 


O A « Oft 


Matcn length 


1 


-i jf> ir* "1— i 4* t i 

•s luentity 


oy 


wldi Description 


VfiUUUOOoU J pUHai-lVe lYLtilr 


Seq. No. 


194057 


Contig ID 


liooy l.Riuiy 


C. T -i_ T?rirn 

d -most hoi 


LIBJlzU-UZl-Ql-Kl-D / 


Method 


BLASTX 


NCBI GI 


g4417288 


BLAST score 


172 


E value 


3 . 0e-12 


Match length 


65 


^ identity 


o / 


NCBI Description 


(Auuu/uiyj unJcnown prot 


Seq. No. 


194058 


Contig ID 


11893_1.R1039 


5 -most EST 


LIB3166-018-P1-K1-E2 


Method 


BLASTX 


NCBI GI 


g4469ull 


BLAST score 


1044 


E value 


1 . Oe-114 


Match length 


224 


% identity 


87 


NCBI Description 


(AL035602) carbohydrate 




thaliana] 


Seq. No. 


194059 


Contig ID 


11902 1.R1039 


5 '-most EST 


LIB3120-021-Q1-K1-F10 


Method 


BLASTN 


NCBI GI 


g4469002 


BLAST score 


57 


E value 


5.0e-23 


Match length 


415 


% identity 


82 



NCBI Description 



Arabidopsis thaliana 
(ESSA project) 



DNA chromosome 4, BAC clone T29A15 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



194060 

11912JL.R1039 

g3326460 

BLASTX 

g3775993 

1044 
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E value 


1 . Oe-114 


Match length 


Art/- 

286 


% identity 


75 


NCBI Description 


(AJ0104 60) RNA helicase [Arabidopsis thaliana] 


Seq. No. 


194061 


Contig ID 


11916_1.R1039 


5' -most EST 


LIB3120-021-Q1-K1-G7 


Method 


BLASTX 


NCBI GI 


g231660 


BLAST score 


572 


E value 


4 . Oe-67 


Match length 


256 


% identity 


58 


NCBI Description 


HYPOTHETICAL 226 KD PROTEIN (ORF 1901) 


Seq. No. 


194062 


Contig ID 


11927_1.R1039 


5 '-most EST 


LIB312 0-022 -Q1-K1-A1 


Method 


BLASTX 


NCBI GI 


g2565305 


BLAST score 


482 


E value 


1.0e-48 


Match length 


119 


% identity 


81 


NCBI Description 


(AF024589) glycine decarboxylase P subunit [Hordeum 




Triticum sp. ] 


Seq. No. 


194063 


Contig ID 


11932_1.R1039 


5' -most EST 


uC-gsflnu33B095c07bl 


Method 


BLASTX 


NCBI GI 


g4191785 


BLAST score 


336 


E value 


2.0e-32 


Match length 


123 


% identity 


59 


NCBI Description 


(AC005917) putative hydrolase [Arabidopsis thaliana 


Seq. No. 


194064 


Contig ID 


11933_1.R1039 


5' -most EST 


uC-gsflnu33B027b05bl 


Seq. No. 


194065 


Contig ID 


11934JL.R1039 


5 T -most EST 


LIB3120-024-Q1-K1-G5 


Method 


BLASTX 


NCBI GI 


g4262236 


BLAST score 


321 


E value 


1.0e-29 


Match length 


89 


% xaentity 




NCBI Description 


(AC006200) putative ribose 5-phosphate isomerase 




[Arabidopsis thaliana] 


Seq. No. 


194066 


Contig ID 


11935_1.R1039 



X 
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5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3149-060-Q1-K1-D4 

BLASTX 

gll73198 

718 

6.0e-76 

151 

93 

40S RIBOSOMAL PROTEIN S13 >gi | 480095 | pir | IS36423 ribosomal 
protein S13.e - garden pea >gi 1 396639 | emb | CAA80974 | 
(Z25509) ribosomal protein S13 [Pisum sativum] 

194067 

11946JL.R1039 

LIB3120-022-Q1-K1-B6 

BLASTX 

g2129753 

1500 

1.0e-167 

321 
90 

threonine synthase (EC 4.2.99.2) 
thaliana (fragment) >gi 11448917 
[Arabidopsis thaliana] 



precursor - Arabidopsis 
(L41666) threonine synthase 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



194068 

11953_1.R1039 

LIB3165-011-P1-K1-E3 

BLASTX 

g3023281 

462 

3.0e-46 

141 

64 

HIGH AFFINITY AMMONIUM TRANSPORTER 
>gi 1 2065194 | emb | CAA64475 | (X95098) 
[Lycopersicon esculentum] 

194069 

11975_3.R1039 

LIB3189-025-P1-K1-B9 

BLASTN 

g2924257 

266 

1.0e-148 
4 93 
89 

Tobacco chloroplast genome DNA 
194070 

11976_1.R1039 

LIB3146-037-P1-K1-F10 

BLASTX 

g2828267 

1144 

1.0e-126 

229 

93 



ammonium transporter 



26080 



NCBI Description (Y14044) geranylgeranyl reductase [Arabidopsis thaliana] 



beq. no. 


i qa nn i 


Ouutly J-U 


1 1 Q7P 1 R1 n^Q 
iij / o i .i\iu 


o most tjoi 


J_iliJol4 o — UU J — irl — J\l""U4 




DT 71C rpv 


NCBI GI 


g3036796 


BLAST score 


676 


E value 


4 . ue- / 1 


Match length 


zzo 


% identity 


ol 


NCBI Description 


(ALUzz3/3) putative protein 




>gi 1 joUjojo 1 eitlD | LAA.Z 1 4 / o j ( AJ 




[Arabidopsis thaliana] 


oeq • jmo . 


i y *± u / z 




xxyfj i.x\ivjj-? 


5' -most EST 


LIB3165-052-Q1-K1-A9 


Method 


BLASTX 


NCBI GI 


g44o /uyy 


BLAST score 




E value 


1 . Oe-33 


Match length 


134 


% identity 




NCBI Description 


(AL035538) putative protein 


Seq. No. 


194073 


Contig ID 


11993 1.R1039 


b -most EST 


LIB31zU-Uzz-Ql-Kl-Gl 


Method 


BLASTX 


NCBI GI 


g2194125 


BLAST score 


1 TOT 

1337 


E value 


1 . 0e-14o 


Match length 


o o o 

282 


% identity 


o c 
OO 


iNLrsi uescriprion 


(ALUUzUdz; hols gD|K3U4oy / gD 




[Arabidopsis thaliana] 


C ^ XT/% 

beq. No. 


ly4U /4 


LOnuly lU 




5' -most EST 


LIB3120-022-Q1-K1-G12 


Method 


BLASTX 


NCBI GI 


gl32901 


BLAST score 


312 


E value 


2.0e-28 


Match length 


66 


% identity 


86 



NCBI Description 



CHLOROPLAST SOS RIBOSOMAL PROTEIN L33 >gi | 71356 | pir | | R5NT33 
ribosomal protein L33 - common tobacco chloroplast 
>gi|11850|emb|CAA77370| (Z00044) ribosomal protein L33 
[Nicotiana tabacum] >gi | 225219 | prf i | 1211235BA ribosomal 
protein L33 [Nicotiana tabacum] 



Seq. No. 
Contig ID 
5' -most EST 
Method 



194075 

11999_1.R1039 

LIB3165-044-Q1-K1-B4 

BLASTX 



26081 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



g3242704 
384 

9.0e-37 

141 

53 

(AC003040) 



hypothetical protein [Arabidopsis thaliana] 



194076 

12004JL.R1039 

LIB3120-022-Q1-K1-G9 

BLASTX 

g400992 

363 

1.0e-34 

94 
74 

50S RIBOSOMAL PROTEIN L28, CHLOROPLAST PRECURSOR (CL28) 
>gi|279656|pir| IR5NT28 ribosomal protein L28 precursor, 
chloroplast - tobacco >gi | 20016 I emb | CAA48211 1 (X68078) 
ribosomal protein CL28 [Nicotiana tabacum] 

194077 

12014J..R1039 

LIB3165-014-P1-K1-A12 

BLASTX 

g3913651 

560 

2.0e-57 

127 

82 

FERREDOXIN — NADP REDUCTASE, LEAF-TYPE ISOZYME PRECURSOR 
(FNR) >gi|2225993|emb|CAA74359| (Y14032) 
ferredoxin— NADP(+) reductase [Nicotiana tabacum] 

194078 

12019_1.R1039 

LIB3120-023-Q1-K1-A2 

BLASTX 

g3128177 

510 

1.0e-51 

121 

82 

(AC004521) unknown protein [Arabidopsis thaliana] 
194079 

12024_1.R1039 
LIB3148-026-Q1-K1-B1 

194080 

12025JL.R1039 

LIB3165-018-P1-K1-E6 

BLASTX 

gl32866 

909 

3.0e-98 
199 



26082 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



88 

CHLOROPLAST SOS RIBOSOMAL PROTEIN L2 >gi | 71086 | pir | | R5NT2 
ribosomal protein L2 - common tobacco chloroplast 
>gi I 4352691 emb |CAA77384| (Z00044) ribosomal protein L2 
[Nicotiana tabacum] >gi | 1223691 | emb | CAA77409 | (Z00044) 
ribosomal protein L2 [Nicotiana tabacum] 

>gi | 225238 | prf | | 1211235BW ribosomal protein L2 [Nicotiana 
tabacum] 

194081 

12025_2.R1039 

LIB3148-039-Q1-K1-C1 

BLASTX 

g82519 

215 

4.0e-17 

68 

69 

hypothetical 15K protein {trnH-trnV intergenic region) - 
rice chloroplast >gi | 12029 | emb | CAA33937 | (X15901) ORF137 
[Oryza sativa] >gi | 12073 i emb | CAA33925 | (X15901) ORF137 
[Oryza sativa] >gi | 226651|prf | | 1603356CB ORF 137 [Oryza 
sativa] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194082 

12027_1.R1039 

LIB3120-023-Q1-K1-B1 

BLASTX 

g4457221 

330 

2.0e-30 

87 

78 

(AF127797) 
chinense] 



putative bZIP DNA-binding protein [Capsicum 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194083 

12039JL.R1039 

uC-gsflnu33B071dllbl 

BLASTX 

g3063448 

774 

2.0e-82 

229 

61 

(AC003981) F22O13.10 



[Arabidopsis thaliana] 



194084 

12041_1.R1039 

LIB3165-038-Q1-K1-C5 

BLASTX 

g2739375 

226 

2.0e-18 

128 

45 

(AC002505) unknown protein [Arabidopsis thaliana] 



26083 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



194085 

12051_1.R1039 
LIB3120-023-Q1-K1-H4 

194086 

12066JL.R1039 
LIB3189-011-P1-K1-C9 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194087 

12079_1.R1039 

g3326831 

BLASTX 

g3928760 

494 

1.0e-49 

183 
58 

(AB011797) homolog to plastid-lipid-associated protein 
[Citrus unshiu] 

194088 

12081_1.R1039 

g5049336 

BLASTN 

g3928759 

57 

6.0e-23 

209 

82 

Citrus unshiu CitPAP mRNA for homolog to 
plastid-lipid-associated protein, complete cds 

194089 

12082JL.R1039 

LIB3197-014-P1-M1-G11 

BLASTX 

g2739168 

419 

5.0e-41 

168 

51 

(AF032386) aldose-l-epimerase-like protein [Nicotiana 
tabacum] 

194090 

12097_1.R1039 

LIB3120-024-Q1-K1-A1 

BLASTX 

g289920 

379 

9.0e-37 

79 

92 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



26084 



Seq. No. 


194091 


Contig ID 


12098_1.R1039 


5 1 -most EST 


LIB31 65-05 1-Q1-K1-H6 


Method 


TIT 7\ o mv 

BLASTX 


NCBI GI 


g2895188 


BLAST score 


153 


E value 


5. 0e-10 


Match length 


69 


% identity 


27 


NCBI Description 


(AF016011) CONSTANS homolog [Brassica napus] 


Seq. No. 


194092 


Contig ID 


12100 1.R1039 


5' -most EST 


LIB3165-023-P1-K1-A5 


Seq. No. 


194093 


Contig ID 


12101 1.R1039 


5' -most EST 


uC-gs f ImaxxaO 4 3h0 9bl 


Seq. No. 


194094 


Contig ID 


12102 1.R1039 


5 '-most EST 


LIB3120-043-P1-K1-E7 


Seq. No. 


194095 


Contig ID 


12104 1.R1039 


5' -most EST 


LIB3145-038-Q1-K1-G5 


Method 


BLASTX 


NCBI GI 


g3641252 


BLAST score 


242 


E value 


4.0e-20 


Match length 


61 


% identity 


79 


NCBI Description 


(AF053127) leucine-rich receptor-like protein 




domes tica] 


Seq. No. 


194096 


Contig ID 


12111_1.R1039 


5 '-most EST 


LIB3120-024-Q1-K1-B12 


Method 


BLASTX 


NCBI GI 


g531096 


BLAST score 


411 


E value 


5.0e-63 


Match length 


167 


% identity 


72 


NCBI Description 


(D30800) TED2 [Zinnia elegans] 


Seq. No. 


194097 


Contig ID 


12113 1.R1039 


5' -most EST 


LIB3120-024-Q1-K1-B3 


Method 


BLASTN 




gi O-L / UjD 


BLAST score 


87 


E value 


5.0e-41 


Match length 


227 


% identity 


85 


NCBI Description 


V.unguiculata mRNA for Ted2 protein 



26085 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194098 

12115JL.R1039 

LIB3272-046-P1-K1-C5 

BLASTX 

g3096949 

428 

2.0e-57 

250 

51 

(Y16328) putative cyclic nucleotide-regulated ion channel 
[Arabidopsis thaliana] >gi 13894399 (AF067798) cyclic 
nucleotide-gated cation channel [Arabidopsis thaliana] 



Seq. No. 


194099 


Contig ID 


12124 1.R1039 


5 '-most EST 


LIB3120-027-Q1-K1-A8 


Seq. No. 


194100 


Contig ID 


12126 1.R1039 


5 '-most EST 


g5045947 


Method 


BLASTX 


NCBI GI 


g4056457 


BLAST score 


571 


E value 


8.0e-59 


M^tph ^ pncrth 


135 


% identity 


81 


NCBI Description 


(AC005990) ESTs gb 1234051 and gb|F13722 come 




gene. [Arabidopsis thaliana] 


Seq. No. 


194101 


Contig ID 


12131 1.R1039 


5' -most EST 


LIB3120-024-Q1-K1-D12 


Method 


BLASTX 


NCBI GI 


g2828290 


BLAST score 


213 


E value 


9.0e-17 


Match length 


88 


% identity 


48 


NCBI Description 


(AL021687) ankyrin-like protein [Arabidopsis 


Seq. No. 


194102 


Contig ID 


12137 1.R1039 


5 '-most EST 


LIB3165-020-P1-K1-B9 


Seq. No. 


194103 


Contig ID 


12153 1.R1039 


5' -most EST 


LIB3165-056-P1-K1-D10 


Method 


BLASTX 


NCBI GI 


gl21353 


BLAST score 


1813 


E value 


0.0e+00 


Match length 


431 


% identity 


79 


NCBI Description 


GLUTAMINE SYNTHETASE LEAF ISOZYME PRECURSOR 



(ISOZYME DELTA) 
(GLUTAMATE-AMMONIA LIGASE) >gi | 68596 |pir | | AJFBQD 
glutamate — ammonia ligase (EC 6.3.1.2) delta precursor, 
chloroplast - kidney bean >gi | 21005 femb | CAA31234 i (X12738) 



26086 



Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



GS precursor protein [Phaseolus vulgaris] 
194104 

12160_1.R1039 

LIB3120-033-P1-K1-E4 

BLASTX 

g!15473 

523 

3.0e-53 

136 

70 

CARBONIC ANHYDRASE, CHLOROPLAST PRECURSOR (CARBONATE 
DEHYDRATASE) >gi | 170219 (M94135) chloroplast carbonic 
anhydrase [Nicotiana tabacum] >gi | 445610 | prf | | 1909357A 
carbonic anhydrase [Nicotiana tabacum] 

194105 

12161_1.R1039 

LIB3147-008-Q1-K1-A3 

BLASTX 

g3885884 

824 

3.0e-88 

164 

91 

(AF093630) 60S ribosomal protein L21 [Oryza sativa] 
194106 

12161_2.R1039 

LIB3148-048-Q1-K1-D9 

BLASTX 

g3885884 

802 

8.0e-86 

164 

90 

(AF093630) 60S ribosomal protein L21 [Oryza sativa] 
194107 

12161_3.R1039 

LIB3166-047-P1-K1-C4 

BLASTX 

g3885884 

438 

3.0e-58 

133 

80 

(AF093630) 60S ribosomal protein L21 [Oryza sativa] 
194108 

12172J..R1039 

LIB3120-024-Q1-K1-G9 

BLASTX 

g3024127 

1919 

0.0e+00 

393 



26087 



% identity 

NCBI Description 



O 

92 

S-ADENOSYLMETHIONINE SYNTHETASE 2 (METHIONINE 
ADENOSYLTRANSFERASE 2) (ADOMET SYNTHETASE 2) 
>gi| 1655578 | emb | CAA95857 | (Z71272) S-adenosyl-L-methionine 
synthetase 2 [Catharanthus roseus] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



194109 

12176_1.R1039 

LIB3146-049-Q1-K1-H3 

BLASTN 

g497899 

394 

0.0e+00 

1166 

83 

Populus trichocarpa * Populus deltoides (clone 
sam.Pdx.Pt.2) S-adenosyl methionine synthetase mRNA, 
complete cds 

194110 

12186_1.R1039 
LIB3120-025-Q1-K1-A7 
' BLASTX 
g3608147 
345 

2.0e-32 

118 

38 

(AC005314) putative chloroplast 31 kDa ribonucleoprotein 
precursor [Arabidopsis thaliana] 

194111 

12196_1.R1039 

LIB3120-025-Q1-K1-B12 

BLASTX 

g3169182 

344 

2.0e-32 

77 

84 

(AC004401) unknown protein [Arabidopsis thaliana] 
194112 

12198_1.R1039 

LIB3120-025-Q1-K1-B3 

BLASTX 

g4539452 

623 

5.0e-65 

155 

75 

(AL04 9500) putative phosphoribosylanthranilate transferase 
[Arabidopsis thaliana] 

194113 

12199_1.R1039 
LIB3120-025-Q1-K1-B5 



26088 



4) 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl871182 

3569 

0.0e+00 

829 

79 

(U90439) phospholipase D isolog [Arabidopsis thaliana] 
194114 

122GQ_1.R1039 

uC-gsflnu33B066fl0bl 

BLASTX 

g2275202 

670 

2.0e-70 

200 

61 

(AC002337) acyl-CoA synthetase isolog [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194115 

12200_2.R1039 

uC-gsronu33B126e01bl 

BLASTX 

g2275202 

217 

3.0e-17 

78 

54 

(AC002337) acyl-CoA synthetase isolog [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194116 

12209JL.R1039 

uC-gs f lmaxxa 0 9 6d0 6b 1 

194117 

12213JL.R1039 

LIB3120-025-Q1-K1-C8 

BLASTX 

g2191135 

197 

4.0e-15 

92 

38 

(AF007269) A_IG002N01 . 14 gene product [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 1 -most EST 



194118 

12221JL.R1039 
LIB3147-042-Q1-K1-A8 



Seq. No. 
Contig ID 
5' -most EST 



194119 

12226_1.R1039 
LIB3189-033-P1-K1-A10 



Seq. No. 



194120 



26089 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



12231_1.R1039 

LIB3166-017-P1-K1-G10 

BLASTX 

g4115563 

643 

3.0e-67 

207 

60 

(AB013598) 
[Verbena x 



UDP-glucose:anthocyanin 5-O-glucosyltransf erase 
hybrida] 



194121 

12237JL.R1039 

uC-gsronu33B015d07bl 

BLASTX 

g3024362 

417 

6.0e-41 

109 

74 

PHENYLALANINE AMMONIA-LYASE G2B >gi | 2118317 ! pir | | S60042 
phenylalanine ammonia-lyase (EC 4.3.1.5) 2b - Japanese 
aspen x large-toothed aspen >gi | 1109641 | dbj | BAA07860 | 
(D43802) phenylalanine ammonia-lyase [Populus 
kitakamiensis] 

194122 

12247JLR1039 

LIB3120-025-Q1-K1-F8 

BLASTX 

g4309738 

433 

1.0e-42 

103 

80 

(AC006439) putative tubby protein [Arabidopsis thaliana] 
194123 

12247_2.R1039 

g5050556 

BLASTX 

g4309738 

372 

3.0e-35 

83 

82 

(AC006439) putative tubby protein [Arabidopsis thaliana] 
194124 

12253JL.R1039 
LIB3120-025-Q1-K1-G2 



Seq. No. 
Contig ID 
S'-most EST 



194125 

12256_1.R1039 
LIB3272-029-P1-K1-E7 



Seq. No. 



194126 



26090 



Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12257__1.R1039 
LIB3120-060-Q1-K1-D9 

194127 

12262_1.R1039 
LIB3120-025-Q1-K1-H11 

194128 

12263_1.R1039 

LIB3165-013-P1-K1-H6 

BLASTX 

gl071913 

999 

1.0e-109 

284 
73 

cysteine synthase (EC 4.2.99.8) C precursor, 
- spinach >gi | 1066153 | dbj | BAA07177 | (D37963) 
synthase [Spinacia oleracea] 



mitochondrial 
cysteine 



Seq. No. 


194129 


Contig ID 


12276 1.R1039 


5 '-most EST 


LIB3120-026-Q1-K1-A3 


Method 


BLASTX 


NCBI GI 


g3650033 


BLAST score 


435 


F. va 1 1 1 p 


4 . Oe-46 


Match length 


179 


% identity 


42 


NCBI Description 


(AC005396) unknown protein 


Seq. No. 


194130 


Contig ID 


12279 2.R1039 


5' -most EST 


g5049924 


Method 


BLASTX 


NCBI GI 


g4220512 


BLAST score 


1488 


E value 


0.0e+00 


Match length 


373 


% identity 


85 


NCBI Description 


(AL035356) putative pectat 


Seq. No. 


194131 


Contig ID 


12285 1.R1039 


5' -most EST 


LIB3165-055-P1-K1-H9 


Method 


BLASTX 


NCBI GI 


gl684851 


BLAST score 


332 


E value 


1.0e-30 


Match length 


118 


% identity 


61 


NCBI Description 


(U77935) DnaJ-like protein 


Seq. No. 


194132 


Contig ID 


12289 1.R1039 


5' -most EST 


LIB3197-027-Q1-M1-H11 


Method 


BLASTX 



[Arabidopsis thaliana] 



26091 



NCBI GI 


O O A A ClH CI 

gzz449 / y 


BLAST score 


812 


E value 


1.0e-86 


Match length 


o o o 

232 


% identity 


69 


NCBI Description 


(Z97340) similarity to enoyl 




thaliana] 


Seq. No, 


194133 


Contig ID 


12289 2 . R1039 


b -most Ebl 


T TDTI aq m c_m — V\ —CO 

Lib Jl4o- u±o— yj-— JM 


Method 


BLASTX 


NCBI GI 


g22449 /9 


BLAST score 


196 


E value 


5.0e-15 


Match length 


66 


% identity 


61 


NCBI Description 


(Z97340) similarity to enoyl 




thaliana] 


Seq. No. 


194134 


Contig ID 


12290_1.R1039 


i— t 1 rn rim 

5 '-most EST 


LIB32 /2-UUl-Pl-Kl-hjO 


Method 


BLASTX 


NCBI GI 


g4220534 


BLAST score 


954 


E value 


1. Oe-103 


Match length 


297 


% identity 


65 


NCBI Description 


(AL035356) putative protein 


Seq. No. 


194135 


Contig ID 


12300_1.R1039 


5' -most EST 


LIB3 165-0 47 -Q1-K1-B5 


Seq. No. 


194136 


Contig ID 


12312_1.R1039 


5 1 -most EST 


LIB314o-024-Ql-Kl-Ay 


Method 


BLASTX 


NCBI GI 


go4oooo 


BLAST score 


288 


E value 


1.0e-25 


Match length 


90 


% identity 


58 


NCBI Description 


hypothetical 10. OK protein - 



[Arabidopsis 



[Arabidopsis 



>gi|493721|dbj |BAA06462| (D30802) TED4 [Zinnia elegans] 
>gi I 641903 (U19266) putative nonspecific lipid transfer; 
auxin induced gene [Zinnia elegans] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



194137 

12314_1.R1039 

LIB3165-001-Q1-K1-C4 

BLASTX 

g4204267 

292 

3.0e-26 
146 



26092 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI. 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



50 

(AC005223) 55585 [Arabidopsis thaliana] 
194138 

12335_1.R1039 

uC-gsflnu33B129g02bl 

BLASTX 

g2384671 

963 

1.0e-104 

231 

80 

(AF012657) putative potassium transporter AtKT2p 
[Arabidopsis thaliana] 

194139 

12336_1.R1039 
uC-gsflmaxxa012a02bl 

194140 

12342_1.R1039 

LIB3146-023-Q1-K1-E3 

BLASTX 

g3947719 

249 

3.0e-21 

53 

92 

(AJ012653) ribosomal protein S28 [Prunus persica] 
>gi|3947721|emb|CAA10102| (AJ012654) ribosomal protein S28 
[Prunus persica] >gi I 3947723 | emb | CAA10103 | (AJ012655) 
ribosomal protein S28 [Prunus persica] 

194141 

12342_2.R1039 

LIB3149-049-Q1-K1-D9 

BLASTX 

g3947719 

240 

3.0e-20 

51 

92 

(AJ012653) ribosomal protein S28 [Prunus persica] 
>gi|3947721|emb|CAA10102| (AJ012654) ribosomal protein S28 
[Prunus persica] >gi | 3947723 i emb | CAA10103 | (AJ012655) 
ribosomal protein S28 [Prunus persica] 

194142 

12370_1.R1039 
uC-gsflnu33B046fllbl 

194143 

12373_1.R1039 

LIB3147-046-Q1-K1-D11 

BLASTX 

gl26896 

1404 



26093 



E value 
Match length 
% identity 
NCBI Description 



1.0e-156 
343 
8 2 

MALATE DEHYDROGENASE , MITOCHONDRIAL PRECURSOR 

>gi 1319831 | pir||DEPUMW malate dehydrogenase (EC 1.1.1.37) 

precursor, mitochondrial - watermelon 

>gi|18297 | emb | CAA35239 | (X17362) precursor protein {AA -27 
to 320) [Citrullus lanatus] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194144 

12373_2.R1039 

LIB3147-027-Q1-K1-E7 

BLASTX 

g!26896 

800 

1.0e-85 

183 

87 

MALATE DEHYDROGENASE, MITOCHONDRIAL PRECURSOR 
>gi| 319831 ipirl | DEPUMW malate dehydrogenase (EC 1.1.1 
precursor, mitochondrial - watermelon 

>gi|18297|emb|CAA35239| (X17362) precursor protein (AA 
to 320} [Citrullus lanatus] 



37) 



-27 



Seq. No. 
Contig ID 
5 '-most EST 



194145 

12373_5.R1039 

uC-gs f ImaxxaO 7 ObO 9bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194146 

12376J..R1039 

LIB3165-021-P1-K1-F8 

BLASTX 

g285317 

463 

3.0e-46 

141 

70 

dihydrolipoamide dehydrogenase 



(EC 1.8.1.4) - garden pea 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194147 

12380_1.R1039 

LIB3120-027-Q1-K1-C5 

BLASTX 

g2244840 

209 

2.0e-16 

77 
60 

(Z97337) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



194148 

12383JL.R1039 

g5044839 

BLASTX 

g730922 

865 

4.0e-93 



26094 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279 
61 

T-COMPLEX PROTEIN 1, ZETA SUBUNIT (TCP-1-ZETA) (CCT-ZETA) 
(TCP20) (HTR3) >gi I 627402 | pir | | S48087 chaperonin TCP20 - 
human >gi 1517065 (L27706) chaperonin-like protein [Homo 
sapiens] >gi I 4502643 I ref | NP_001753 . 1 1 pCCT6 | chaperonin 
containing T-complex subunit 



194149 

12386_1.R1039 

LIB3165-025-P1-K1-E2 

BLASTX 

g3337435 

201 

2.0e-15 

176 

33 

(AF060198) PsbY precursor; 
[Spinacia oleracea] 



putative photosytem II peptide 



Seq. No. 
Contig ID 
5 '-most EST 



194150 

12389_1.R1039 

LIB3165-002-Q1-K1-F12 

BLASTX 

g3901268 

442 

2.0e-43 

296 

32 

(AF060173) SV2 related protein [Rattus norvegicus] 
194151 

12396_1.R1039 
LIB3272-058-P1-K1-D4 



Seq. No. 
Contig ID 
5' -most EST 



194152 

12398_1.R1039 
LIB3165-012-P1-K1-A5 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 
Method 
NCBI GI 
BLAST score 



194153 

12400JL.R1039 

g5045066 

BLASTX 

g3063643 

805 

5.0e-86 

180 

87 

(AF056622) putative Cu/Zn superoxide dismutase precursor 
[Vitis vinifera] 

194154 

12401JL.R1039 

g5047390 

BLASTX 

gl351612 

293 



26095 



E value 
Match length 
% identity 
NCBI Description 



3.0e-26 

187 

38 

HYPOTHETICAL OXIDOREDUCTASE C23D3.11 IN CHROMOSOME I 
>gi|2130343|pir| IS62502 hypothetical protein SPAC23D3.il 
fission yeast (Schizosaccharomyces pombe) 



Seq. No. 


1 Q A 1 EC 
194100 


Contig ID 


12402 1.R1039 


5" -most EST 


LIB3120-027-Q1-K1-F3 


Seq. No. 


194156 


Contig ID 


12413 1.R1039 


5 '-most EST 


LIB3120-027-Q1-K1-G6 


Method 




NCBI GI 


g470373 


BLAST score 


224 


E value 


A Art 1 Q 

4 . ue-io 


Match length 


lob 


% identity 


38 


NCBI Description 


(U00047) ZK418.5 gene 


Seq. No. 


194157 


Contig ID 


12413_2 .R1039 


5 '-most EST 


LIB3165-044-Q1-K1-B3 


Method 


BLASTX 


NCBI GI 


g470373 


BLAST score 


174 


E value 


2 . Oe-12 


Match length 


112 


% identity 


35 


NCBI Description 


(U00047) ZK418.5 gene 


Seq. No. 


194158 


Contig ID 


12432_1.R1039 


5 '-most EST 


LIB3120-028-Q1-K1-B2 


Method 


BLASTX 


NCBI GI 


gl788928 


BLAST score 


288 


E value 


7.0e-26 


Match length 


137 


% identity 


44 


NCBI Description 


(AE000344) quinolinat 




coli] 


Seq. No. 


194159 


Contig ID 


12439 1.R1039 


5 '-most EST 


LIB3120-028-Q1-K1-C11 


Method 


BLASTX 


NCBI GI 


g4539324 


BLAST score 


242 


E value 


2.0e-20 


Match length 


157 


% identity 


45 


NCBI Description 


(AL035679) kinesin li 


Seq. No. 


194160 



quinolinate synthetase, B protein [Escherichia 



26096 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5" -most EST 



12449_1.R1039 

LIB3120-031-Q1-K1-D8 

BLASTN 

gl2216 

88 

1.0e-41 

250 

92 

Sinapis alba chloroplast rpsl6 gene 
194161 

12457JL.R1039 

LIB3120-028-Q1-K1-E5 

BLASTX 

g4235430 

384 

7.0e-37 

149 

52 

(AF098458) latex- abundant protein [Hevea brasiliensis] 
194162 

12468J..R1039 
LIB3272-019-P1-K1-F11 



Seq. No. 
Contig ID 
5 '-most EST 



194163 

12470_1.R1039 
LIB3120-028-Q1-K1-G1 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194164 

12471_1.R1039 

uC-gsflnu33B115d03bl 

BLASTX 

g2257531 

179 

1.0e-12 

181 

26 

(AB004537) WEB1 PROTEIN [Schizosaccharomyces pombe] 
>gi|2950507|emb|CAA17835| (AL022072) webl homolog; protein 
transport protein; WD-repeat protein [Schizosaccharomyces 
pombe] 



Seq. No. 
Contig ID 
5' -most EST 



194165 

12474_1.R1039 
LIB3120-028-Q1-K1-G5 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194166 

12476_1.R1039 

LIB3120-028-Q1-K1-H1 

BLASTX 

g2880047 

150 

1.0e-09 

67 

49 

(AC002340) hypothetical protein [Arabidopsis thaliana] 



26097 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



194167 

12484JL.R1039 

LIB3120-028-Q1-K1-H8 

BLASTX 

gl363479 

484 

9.0e-49 

125 

78 

photosystem I protein psaL - cucumber 

>gi|801740|dbj |BAA09047| (D50456) PsaL [Cucumis sativus] 
194168 

12485J..R1039 

LIB3120-060-Q1-K1-H7 

BLASTX 

gl877482 

187 

5.0e-14 

66 

59 

(U89271) short-chain alcohol dehydrogenase [Tripsacum 
dactyloides] 

194169 

12498JL.R1039 

g5046426 

BLASTX 

g3128175 

197 

4.0e-15 

109 

41 

(AC004521) unknown protein [Arabidopsis thaliana] 
194170 

12509_1.R1039 
LIB3165-021-P1-K1-F1 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194171 

12511_1.R1039 

LIB3146-058-Q1-K1-D7 

BLASTX 

g3850587 

348 

9.0e-33 

150 

51 

(AC005278) Strong similarity to gi 12244780 hypothetical 
protein from Arabidopsis thaliana chromosome 4 contig 
gb|Z97335. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5' -most EST 
Method 



194172 

12513JL.R1039 

LIB3272-043-P1-K1-F9 

BLASTX 



26098 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4572671 
538 

6.0e-55 

186 

57 

(AC006954) putative cyclic nucleotide regulated ion channel 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



194173 

12514JL.R1039 
g5048505 



Seq. No. 
Contig ID 
5' -most EST 



194174 

12521_1.R1039 
LIB3120-036-Q1-K1-B1 



Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194175 

12523_1.R1039 

LIB3196-028-P1-M1-A11 

BLASTX 

g3063392 

853 

1.0e-91 

247 
69 

(AB012932) Ca2+/H+ exchanger [Vigna radiata] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194176 

12525_1.R1039 

LIB3120-030-Q1-K1-D11 

BLASTX 

g2541876 

399 

6.0e-39 

152 
59 

(D26015) CND41, chloroplast nucleoid DNA binding protein 
[Nicotiana tabacum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194177 

12530_1.R1039 

LIB3120-030-Q1-K1-D8 

BLASTX 

gl001355 

259 

3.0e-22 

135 

40 

(D64006) auxin-induced protein [Synechocystis sp.] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



194178 

12533_1.R1039 

LIB3165-001-Q1-K1-C7 

BLASTX 

g266936 

545 

7.0e-56 



26099 




Match length 149 
% identity 75 

NCBI Description SOS RIBOSOMAL PROTEIN L27, CHLOROPLAST PRECURSOR (CL27) 
>gi|282960|pir||A42840 ribosomal protein L27 - common 
tobacco >gi | 170306 (M98473) ribosomal protein L27 
[Nicotiana tabacum] >gi| 170326 (M75731) ribosomal protein 
L27 [Nicotiana tabacum] 



Seq. No. 


194179 


Contig ID 


12542_1.R1039 


5' -most EST 


LIB3120-030-Q1-K1-F4 


Method 


BLASTX 


NCBI GI 


g4468984 


BLAST score 


263 


E value 


3 . 0e-23 


Match length 


98 


% identity 


51 


NCBI Description 


(AL035605) putative protern LAraoiaopsis tnaxiandj 


Seq. No. 


194180 


Contig ID 


12561_1.R1039 


5' -most EST 


LIB3146-057-Q1-K1-B6 


Seq. No. 


194181 


Contig ID 


12566_1.R1039 


5 '-most EST 


LIB3120-031-Q1-K1-A5 


Method 


BLASTX 


NCBI GI 


g4063760 


BLAST score 


243 


E value 


2.0e-20 


Match length 


81 


% identity 


53 


NCBI Description 


(AC005561) putative POL3 protein [Arabidopsis thaliana 


Seq. No. 


194182 


Contig ID 


12581_1.R1039 


5 '-most EST 


LIB3165-038-Q1-K1-B10 


Method 


BLASTX 


NCBI GI 


g2765081 


BLAST score 


512 


E value 


5.0e-52 


Match lenath 


139 


% identity 


73 


NCBI Description 


(Yluob/J goor [Araoiaopsis unananaj 


Seq. No. 


194183 


Contig ID 


12592 1.R1039 


5 '-most EST 


LIB3120-031-Q1-K1-D11 


Method 


BLASTX 


NCBI GI 


g3643607 


BLAST score 


449 


E value 


2.0e-44 


Match length 


94 


% identity 


89 


NCBI Description 


(AC005395) unknown protein [Arabidopsis thaliana] 


Seq. No. 


194184 



26100 



Contig ID 


12603_1.R1039 


5' -most EST 


LIB3196-042-P1-M1-C2 


Method 


BLASTX 


NCBI GI 


g2708532 


BLAST score 


1037 


E value 


l. 0e-ll3 


Match length 


301 


% identity 


41 


NCBI Description 


(AF029351) putative RNA binding 


Seq. No. 


194185 


Contig ID 


12607_1.R1039 


5 T -most EST 


LIB3120-031-Q1-K1-E7 


Method 


BLASTX 


NCBI GI 


g3169180 


BLAST score 


633 


E value 


5.0e-66 


Match length 


159 


% identity 


75 


NCBI Description 


(AC004401) putative casein kinas 




[Arabidopsis thaliana] 


Seq. No. 


194186 


Contig ID 


12608_1.R1039 


5' -most EST 


LIB3120-031-Q1-K1-E8 


Method 


BLASTX 


NCBI GI 


g418401 


BLAST score 


147 


E value 


4.0e-09 


Match length 


66 


% identity 


42 



NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



HYPOTHETICAL 18.5 KD PROTEIN IN GLY1-GDA1 INTERGENIC REGION 
>gi|320707|pir| IS30833 hypothetical protein YEL044w - yeast 
(Saccharomyces cerevisiae) >gi 1603635 (U18779) Yel044wp 
[Saccharomyces cerevisiae] 

194187 

12610_1.R1039 

uC-gsronu33B051b01bl 

BLASTX 

g4105696 

421 

1.0e-41 

99 

75 

(AF049870) beta tubulin 



1 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194188 

12614JL.R1039 

LIB3197-002-P1-M1-H6 

BLASTX 

g2493046 

807 

3.0e-86 

201 

77 

ATP SYNTHASE DELTA 



CHAIN, MITOCHONDRIAL PRECURSOR 



26101 



# • 

>gi|82297|pir| IA41740 H+-transporting ATP synthase (EC 
3,6.1.34} delta 1 chain precursor - sweet potato 
>gi 1217938 | dbj |BAA01511| (D10660) mitochondrial Fl-ATPase 
delta subunit [Ipomoea batatas] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194189 

12620J..R1039 

LIB3165-039-Q1-K1-B4 

BLASTX 

gl050916 

192 

1.0e-20 

98 
59 

(X92646) homologous to early light induced protein 
[Helianthus annuus] 



Seq. No. 


194190 


Contig ID 


12621 1.R1039 


5' -most EST 


LIB3165-025-P1-K1-A7 


Method 


BLASTX 


NCBI GI 


g4468813 


BLAST score 


277 


E value 


1.0e-24 


Match length 


68 


% identity 


75 


NCBI Description 


(AL035601) putative prot 


Seq. No. 


194191 


Contig ID 


12627 1.R1039 


5' -most EST 


LIB3189-037-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


g627468 


BLAST score 


321 


E value 


1.0e-29 


Match length 


124 


% identity 


54 


NCBI Description 


hypothetical protein 1 - 




(D13635) KIAA0010 [Homo 



- human >gi i 285983 | dbj | BAA027 99 | 



Seq. No. 


194192 






Contig ID 


12640 1.R1039 






5' -most EST 


LIB3120-032-Q1 


-Kl 


-A6 


Seq. No. 


194193 






Contig ID 


12643 1.R1039 






5 '-most EST 


LIB3120-032-Q1 


-Kl 


-Bl 


Seq. No. 


194194 






Contig ID 


12653 1.R1039 






5' -most EST 


LIB3165-016-P1 


-Kl 


-E4 


Method 


BLASTX 






NCBI GI 


g3980238 






BLAST score 


185 






E value 


1.0e-13 






Match length 


56 






% identity 


61 







26102 



NCBI Description (Z21677) ribosomal protein L18 [Thermotoga maritima] 



Seq. No* 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194195 

12657JL.R1039 

LIB3120-032-Q1-K1-D4 

BLASTX 

g2498291 

256 

3.0e-22 

126 
45 

DIHYDRODIPICOLINATE REDUCTASE >gi 1 1651716 | dbj i BAA1664 4 | 
(D90899) dihydrodipicolinate reductase [Synechocystis sp.] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194196 

12658_1.R1039 

LIB314 6-040-Q1-K1-F1 

BLASTX 

g3294491 

253 

2,0e-21 

158 

38 

(AF016421) 
C. elegans 
yk267e8.5; 



Similar to nitrophenylphosphatase; coded for by 
cDNA yk312h2.5; coded for by C. elegans cDNA 
coded for by C. elegans cDNA yk312h2.3 



[Caenorhabditis elegans] 
194197 

12663_1.R1039 

LIB3120-032-Q1-K1-E4 

BLASTX 

g2462749 

196 

6.0e-15 

60 

55 

(AC002292) Putative Serine/Threonine protein kinase 
[Arabidopsis thaliana] 

194198 

12701J..R1039 

LIB3120-033-P1-K1-D7 

BLASTX 

gll5581 

455 

2.0e-45 

139 

68 

PHOSPHOENOLPYRUVATE CARBOXYLASE 2 (PEPCASE) 

>gi| 68031 |pir | IQYIX2 phosphoenolpyruvate carboxylase (EC 

4.1.1.31) 2 - common ice plant >gi | 44 69271 1 emb | CAA327 28 | 

(X14588) phosphoenolpyruvate carboxylase [Mesembryanthemum 

crystallinum] 



Seq. No. 
Contig ID 



194199 

12702 1.R1039 



26103 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3146-006-Q1-K1-G3 

BLASTX 

g3892052 

174 

4.0e-12 

258 

24 

(AC002330) predicted protein of unknown function 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -mo st EST 



194200 

12731_1.R1039 
LIB3165-041-Q1-K1-F10 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



194201 

12734JL.R1039 

g5046859 

BLASTX 

g484656 

399 

1.0e-38 

129 

57 

monodehydroascorbate reductase (NADH) (EC 1.6.5.4) - 
cucumber >gi | 452165 | dbj | BAA05408 | (D26392) 
monodehydroascorbate reductase [Cucumis sativus] 

194202 

12735_1.R1039 
LIB3120-034-Q1-K1-A7 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194203 

12742JL.R1039 

LIB3196-018-P1-M1-B3 

BLASTN 

g4455189 

34 

2.0e-09 

110 

83 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
{ESSAII project) 



F10M23 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194204 

12743_1.R1039 

LIB3166-030-P1-K1-H4 

BLASTX 

gl076316 

311 

3.0e-28 

123 

46 

drought-induced protein Dil9 - Arabidopsis thaliana 
>gi|469110|emb|CAA55321| (X78584) Dil9 [Arabidopsis 
thaliana] 



Seq. No. 



194205 



26104 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12743_2.R1039 

g5049856 

BLASTX 

gl076316 

391 

2.0e-37 

115 

61 

drought -induced protein Dil9 - Arabidopsis thaliana 
>gi|4 69110[emb|CAA55321| (X78584) Dil9 [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



.R1039 

-058-P1-K1-H7 



194206 
12743_3. 
LIB3166- 
BLASTX 
gl076316 
258 

3.0e-22 

71 

58 

drought -induced protein Dil9 - Arabidopsis thaliana 
>gi|469110|emb|CAA55321| (X78584) Dil9 [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



194207 

12744JL.R1039 
LIB314 6-042-Q1-K1-E2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194208 

12746_1.R1039 

LIB3165-051-Q1-K1-C7 

BLASTX 

g416681 

377 

4.0e-36 

177 

53 

ATP SYNTHASE DELTA CHAIN, CHLOROPLAST PRECURSOR 
>gi|280404 |pir| IS26198 H+- transporting ATP synthase {EC 
3.6.1.34) delta chain precursor, chloroplast - common 
tobacco >gi|19787|emb|CAA45153| (X63607) chloroplast ATP 
synthase (delta subunit) [Nicotiana tabacum] 



Seq. No. 
Contig ID 
5 '-most EST 



194209 

12752J..R1039 
LIB3120-034-Q1-K1-C7 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E . value 
Match length 
% identity 



194210 

12760JL.R1039 

LIB314 6-018-Q1-K1-G10 

BLASTX 

g4049346 

327 

5.0e-30 

133 

47 



26105 



NCBI Description (AL034567) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



194211 

12762JL.R1039 

LIB3120-034-Q1-K1-G2 

BLASTX 

g4127688 

240 

3.0e-20 

71 

63 

(AJ006065) isochorismate synthase [Catharanthus roseus] 
194212 

12766_1.R1039 

g5048084 

BLASTX 

g2956717 

478 

6.0e-48 

158 

63 

(Y09722) beta-carotene hydroxylase 2 [Capsicum annuum] 
194213 

12770_1.R1039 
uC-gsronu33B049h09bl 



Seq. No. 
Contig ID 
5' -most EST 



194214 

12777_2.R1039 
uC-gsronu33B163d05b2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194215 

12790_1.R1039 

LIB3120-034-Q1-K1-F9 

BLASTX 

g2244811 

261 

4.0e-46 

166 

67 

(Z97336) unnamed protein product [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194216 

12796_2.R1039 

LIB3120-034-Q1-K1-G3 

BLASTX 

g2894598 

565 

3.0e-58 

116 

87 

(AL021889) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 f -most EST 



194217 

12798_1.R1039 
uC-gsronu33B168b03bl 



26106 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



BLASTN 

g4150964 

144 

6.0e-75 

383 
87 

Asparagus officinalis mRNA for glutamate dehydrogenase 
194218 

12801_1.R1039 
LIB3165-040-Q1-K1-E6 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194219 

12809_1.R1039 

LIB3189-033-P1-K1-D12 

BLASTX 

g2511594 

1096 

1.0e-120 

231 

89 

(Y13694) multicatalytic endopeptidase complex, proteasome 
precursor, beta subunit [Arabidopsis thaliana] 
>gi|2827525|emb|CAA16533| (AL021633) multicatalytic 
endopeptidase complex, proteasome precursor, beta subunit 
[Arabidopsis thaliana] >gi 13421099 (AF043529) 20S 
proteasome subunit PBA1 [Arabidopsis thaliana] 

194220 

12809_2.R1039 

LIB3149-001-P1-K1-G12 

BLASTX 

g2511594 

527 

1.0e-53 

124 

81 

(Y13694) multicatalytic endopeptidase complex, proteasome 
precursor, beta subunit [Arabidopsis thaliana] 
>gi|2827525|emb|CAA16533| (AL021633) multicatalytic 
endopeptidase complex, proteasome precursor, beta subunit 
[Arabidopsis thaliana] >gi 1 3421099 (AF043529) 20S 
proteasome subunit PBA1 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



194221 

12818JL.R1039 
LIB3135-051-Q1-K1-D8 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



194222 

12820_1.R1039 

LIB3120-036-Q1-K1-A5 

BLASTX 

g2465773 

148 

7.0e-12 

92 
33 



26107 



NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



(AF022186) homologous to orf238 in Porphyra purpurea 
[Cyanidium caldarium] 

194223 

12822_1.R1039 
LIB3189-037-P1-K1-H1 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194224 

12831_1.R1039 

LIB3120-036-Q1-K1-B5 

BLASTX 

g3924594 

1458 

1.0e-162 

435 

67 

(AF069442] 
thaliana] 



putative ribonucleoprotein [Arabidopsis 
>gi|4262139igb|AAD14439| (AC005275) putative 



ribonucleoprotein [Arabidopsis thaliana] 



Seq. No. 


194225 


Contig ID 


12851 1.R1039 


5' -most EST 


LIB3272-033-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


g2583108 


BLAST score 


378 


E value 


3.0e-36 


Match length 


142 


% identity 


56 


NCBI Description 


(AC002387) putative 


Seq. No. 


194226 


Contig ID 


12856 1.R1039 


5' -most EST 


LIB3146-024-Q1-K1-E2 


Method 


BLASTX 


NCBI GI 


gl22087 


BLAST score 


589 


E value 


6.0e-61 


Match length 


136 


% identity 


88 


NCBI Description 


HISTONE H3 >gi| 81849 



[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 1 -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



- alfalfa >gi | 82609 | pir | IA26014 histone H3 - wheat 
>gi|19607|emb|CAA31964| (X13673) histone H3 (AA 1-136) 
[Medicago sativa] >gi 1 19609 1 emb | CAA31 965 | (X13674) histone 
H3 (AA 1-136) [Medicago sativa] >gi I 21797 | emb | CAA254 51 1 
(X00937) H3 histone [Triticum aestivum] >gi 1488565 (U09459) 
histone H3.1 [Medicago sativa] >gi 12565419 (AF026803) 
histone H3 [Onobrychis viciifolia] 

194227 

12856__2.R1039 

LIB3146-030-Q1-K1-B3 

BLASTX 

gl22087 

589 

6.0e-61 
136 



26108 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



88 

HISTONE H3 >gi I 81849 | pir || S04520 histone H3 (clone pH3c-l) 

- alfalfa >gi | 82609 | pir | IA26014 histone H3 - wheat 
>gi|19607|emb|CAA31964| (X13673) histone H3 (AA 1-136) 
[Medicago sativa] >gi | 19609 | emb | CAA31965 | (X13674) histone 
H3 (AA 1-136) [Medicago sativa] >gi I 21797 | emb | CAA25451 | 
(X00937) H3 histone [Triticum aestivum] >gi 1488565 (U09459) 
histone H3.1 [Medicago sativa] >gi 12565419 (AF026803) 
histone H3 [Onobrychis viciifolia] 

194228 

12856__3.R1039 

LIB3147-060-Q1-K1-B7 

BLASTX 

gl22087 

589 

7.0e-61 

136 
88 

HISTONE H3 >gi | 81849 | pir || S04520 histone H3 (clone pH3c-l) 

- alfalfa >gi | 82609 Ipir MA26014 histone H3 - wheat 
>gi|19607|emb|CAA31964| (X13673) histone H3 (AA 1-136) 

[Medicago sativa] >gi | 19609 | emb | CAA31965 | (X13674) histone 
H3 (AA 1-136) [Medicago sativa] >gi | 217 97 | emb | CAA25451 I 

(X00937) H3 histone [Triticum aestivum] >gi 1488565 (U09459) 
histone H3.1 [Medicago sativa] >gi 12565419 (AF026803) 
histone H3 [Onobrychis viciifolia] 

194229 

12856__4.R1039 

LIB3196-004-P1-M1-D10 

BLASTX 

gl22087 

581 

5.0e-60 

136 

86 

HISTONE H3 >gi | 81849 | pir | | S04520 histone H3 (clone pH3c-l) 

- alfalfa >gi | 82609 Ipir | | A26014 histone H3 - wheat 
>gi|19607|emb|CAA31964| (X13673) histone H3 (AA 1-136) 
[Medicago sativa] >gi 1 19609 I emb I CAA31965 | (X13674) histone 
H3 (AA 1-136) [Medicago sativa] >gi | 217 97 | emb | CAA25451 | 
(X00937) H3 histone [Triticum aestivum] >gi 1488565 (U09459) 
histone H3.1 [Medicago sativa] >gi 12565419 (AF026803) 
histone H3 [Onobrychis viciifolia] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194230 

12856_5.R1039 

LIB3147-052-Q1-K1-H9 

BLASTX 

gl22087 

582 

4.0e-60 

136 

87 

HISTONE H3 >gi | 81849 | pir || S04520 histone H3 (clone pH3c-l) 
- alfalfa >gi | 82609 [ pir | IA26014 histone H3 - wheat 



26109 



>gi 1 196071 emb 1CAA31964I (X13673) histone H3 (AA 1-136) 
[Medicago sativa] >gi | 19609 | emb | CAA31965 | (X13674) histone 
H3 (AA 1-136) [Medicago sativa] >gi I 21797 | emb | CAA25451 1 
(X00937) H3 histone [Triticum aestivum] >gi 1488565 (U09459) 
histone H3.1 [Medicago sativa] >gi 12565419 (AF0268Q3) 
histone H3 [Onobrychis viciifolia] 



Seq. No. 


1942 ol 


Contig ID 


12859 1.R1039 


5 f -most EST 


LIB3120-036-Q1-K1-E11 


Method 


BLASTX 


NCBI GI 


g4o Jo / / Z 


BLAST score 


170 


E value 


6. Oe-12 


Match length 


88 


% identity 


42 


NCBI Description 


(AC006284) unknown protein 


Seq. No. 


194232 


Contig ID 


Izodo l.Rluoy 


5' -most EST 


LIB3120-036-Q1-K1-E4 


Seq. No. 


194233 


Contig ID 


12879 1.R1039 


S'-most EST 


LIB3120-036-Q1-K1-G1 


Method 


BLASTX 


NCBI GI 


gl363484 


BLAST score 


263 


E value 


6.0e-23 


Match length 


74 


% identity 


65 


NCBI Description 


IAA13 protein - Arabidopsis 



aliana >gi 1972929 (018415) 
IAA13 [Arabidopsis thaliana] >gi 12459414 (AC002332) auxin 
inducible protein, IAA13 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



194234 

12885_1.R1039 
LIB3120-036-Q1-K1-G6 



Seq. No. 

Contig ID 

5 ? -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194235 

12892_1.R1039 

LIB3120-036-Q1-K1-H12 

BLASTX 

g2191128 

384 

5.0e-37 

135 

64 

(AF007269) belongs to the L5P family of ribosomal proteins 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



194236 

12904JL.R1039 
LIB3120-037-P1-K1-A8 



Seq. No. 
Contig ID 



194237 

12908 1.R1039 



26110 



5 '-most EST 



LIB3166-004-P1-K1-F11 



Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



194238 

12909JL.R1039 

LIB3120-037-P1-K1-C2 

BLASTX 

g2190012 

337 

2.0e-31 

108 

63 

(AB004242) dinl [Raphanus sativus] 
194239 

12909_2.R1039 
LIB3165-012-P1-K1-G2 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194240 

12915__1.R1039 

uC-gsflnu33B144f01bl 

BLASTX 

g3769673 

406 

2.0e-39 

116 

59 

(AF095285) Tic20 [Pisum sativum] 
194241 

12931_1.R1039 

LIB3272-017-P1-K1-C12 

BLASTX 

g485514 

390 

2.0e-37 

79 

91 

ADR11-2 protein - soybean (fragment) 

>gi|296443|emb|CAA49341| (X69640) auxin down regulated 
[Glycine max] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194242 

12936_2.R1039 

LIB3165-060-Q1-K1-E4 

BLASTX 

g3023752 

272 

4.0e-24 

82 

66 

FERREDOXIN I 
ferredoxin-I 



PRECURSOR >gi|1418982|emb|CAA99756| (Z75520) 
[Lycopersicon esculentum] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



194243 

12958_1.R1039 

uC-gsflnu33B107f04bl 

BLASTX 



26111 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4417280 
870 

2.0e-93 

240 

70 

(AC007019) putative ATP synthase [Arabidopsis thaliana] 
194244 

12958_2.R1039 

LIB3197-010-P1-M1-H1 

BLASTX 

g4417280 

787 

6.0e-84 

241 

66 

(AC007019) putative ATP synthase [Arabidopsis thaliana] 



194245 

12960JL.R1039 

LIB3146-015-Q1-K1-E3 

BLASTX 

g!769887 

724 

8.0e-77 

169 

83 

(X95736) amino acid permease 



6 [Arabidopsis thaliana] 



194246 

12981_1.R1039 

LIB3120-039-P1-K1-F3 

BLASTX 

g4262234 

515 

2.0e-66 

210 

65 

(AC006200) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194247 

12995JL.R1039 

LIB3120-039-P1-K1-H4 

BLASTX 

g547911 

170 

7.0e-12 

155 

33 

M025 PROTEIN >gi | 2143483 | pir || 157997 hypothetical 
calcium-binding protein - mouse >gi I 262934 | bbs 1 121784 
(S51858) putative Ca2+ binding protein [mice, embryos, 
Peptide, 341 aa] [Mus sp.] 



Seq. No. 

Contig ID 
5' -most EST 



194248 

13016_1.R1039 
LIB3120-043-P1-K1-B3 



26112 



II 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2131751 

333 

5.0e-31 

130 
46 

hypothetical protein YLR019w - yeast (Saccharomyces 
cerevisiae) >gi 1 1360322 | emb | CAA97541 1 (Z73191) ORF YLR019w 
[Saccharomyces cerevisiae] 

194249 

13032J..R1039 

LIB3272-038-P1-K1-B5 

BLASTX 

g4406767 

362 

2.0e-34 

153 

49 

(AC006836) putative flavonol sulfotransf erase [Arabidopsis 
thaliana] 



Seq. No. 


194250 


Contig ID 


13033 1.R1039 


5' -most EST 


LIB3120-043-P1-K1-C9 


Method 


BLASTX 


NCBI GI 


g3075488 


BLAST score 


321 


E value 


9.0e-30 


Match length 


110 


% identity 


57 


NCBI Description 


(AF058796) chlorophyll a/b-binding prote 


Seq. No. 


194251 


Contig ID 


13036 1.R1039 


5' -most EST 


uC-gsronu33B178c08bl 


Seq. No. 


194252 


Contig ID 


13037 1.R1039 


5 '-most EST 


uC-gsronu33B116b03bl 


Method 


BLASTX 


NCBI GI 


g2795809 


BLAST score 


1200 


E value 


1.0e-132 


Match length 


241 


% identity 


88 


NCBI Description 


(AC003674) putative expansin [Arabidopsi 


Seq. No. 


194253 


Contig ID 


13046 1.R1039 


5' -most EST 


uC-gsronu33B017dl2bl 


Method 


BLASTX 


NCBI GI 


g285286 


BLAST score 


501 


E value 


2.0e-50 


Match length 


176 


% identity 


51 



26113 



NCBI Description flavonol 4 T -sulf otransf erase - Flaveria chloraefolia 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194254 

13051_1.R1039 

LIB3166-022-P1-K1-A6 

BLASTX 

gl711355 

605 

2.0e-62 

240 

53 

SHORT-CHAIN TYPE DEHYDROGENASE /REDUCTASE 

>gi|421786|pir| IS34678 short-chain alcohol dehydrogenase - 
Norway spruce >gi | 395223 | emb | CAA52213 | (X74115) short-chain 
alcohol dehydrogenase [Picea abies] 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194255 

13063_1.R1039 

g5049457 

BLASTX 

gll70714 

1247 

1.0e-137 

241 

94 

SHAGGY RELATED PROTEIN KINASE ASK- GAMMA 
>gi|541850Ipir||S41597 protein kinase ASK-gamma (EC 
2.7.1.-) - Arabidopsis thaliana >gi | 456509 | emb | CAA53180 | 
(X75431) ASK-gamma (Arabidopsis shaggy-related kinase) 
[Arabidopsis thaliana] >gi | 2059329 | emb | CAA73247 | (Y12710) 
shaggy-like kinase gamma [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



194256 

13065JL.R1039 
LIB3146-010-Q1-K1-B5 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194257 

13070JL.R1039 

LIB3120-043-P1-K1-G12 

BLASTX 

g4454014 

320 

3.0e-29 

150 

49 

(AL035396) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



194258 

13080_1.R1039 
LIB3166-034-P1-K1-G5 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



194259 

13087JL.R1039 

LIB3120-044-P1-K1-A10 

BLASTX 

g3885344 

152 



26114 



E value 
Match length 
% identity 
NCB1 Description 



5.0e-10 

92 

33 

(AC005623) unknown protein [Arabidopsis thaliana] 

>gi | 4557057 | gb | AAD22497 . 1 1 AC007154_1 (AC007154 ) unknown 

protein [Arabidopsis thaliana] 



Seq. No. 


194260 


Contig ID 


13091 1.R1039 


5 '-most EST 


LIB3120-044-P1-K1-A4 


Seq. No. 


194261 


Contig ID 


13097 1.R1039 


5 '-most EST 


LIB3135-034-Q1-K1-D3 


Seq. No. 


194262 


Contig ID 


13106_1.R1039 


5' -most EST 


LIB3165-060-Q1-K1-C7 


Method 


BLASTN 


NCBI GI 


gll30681 


BLAST score 


833 


E value 


0.0e+00 


Match length 


857 


% identity 


99 


NCBI Description 


G.hirsutuiti gene for acetohydroxyacid s; 


Seq. No. 


194263 


Contig ID 


13136 1.R1039 


5' -most EST 


LIB3120-044-P1-K1-E8 


Method 


BLASTX 


NCBI GI 


gll70567 


BLAST score 


358 


E value 


2.0e-34 


Match length 


74 


% identity 


85 


NCBI Description 


MYO-INOSITOL-1-PHOSPHATE SYNTHASE (IPS 




>gi 1 1085960 |pir| t S52648 INOl protein - 




>gi | 602565 | emb | CAA83565 | (Z32632) INOl 


Seq. No. 


194264 


Contig ID 


13142 1.R1039 


5 '-most EST 


LIB3120-044-P1-K1-F6 


Seq. No. 


194265 


Contig ID 


13145 1.R1039 


5 '-most EST 


LIB3196-022-P1-M1-E7 


Seq. No. 


194266 


Contig ID 


13146 1.R1039 


5 '-most EST 


LIB3166-014-P1-K1-B5 


Method 


BLASTX 


NCBI GI 


g3059095 


BLAST score 


1066 


E value 


1.0e-116 


Match length 


217 


% identity 


94 


NCBI Description 


(AJ001091) magnesium chelatase subunit 



(3231 bp) 



[Citrus x paradisi] 



26115 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194267 

13147_1.R1039 

LIB3120-044-P1-K1-G6 

BLASTX 

g3128195 

231 

6.0e-24 

65 

87 

(AC004521) putative phosphoribosyl pyrophosphate synthetase 
[Arabidopsis thaliana] >gi 13341673 (AC003672) putative 
phosphoribosyl pyrophosphate synthetase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194268 

13156JL.R1039 

LIB3146-050-Q1-K1-H5 

BLASTX 

g3643090 

468 

5.0e-48 

132 

71 

(AF075582) protein phosphatase-2C; PP2C [Mesembryanthemum 
crystallinum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194269 

13164JL.R1039 

LIB3120-045-P1-K1-A6 

BLASTX 

g4127688 

421 

3.0e-43 

128 

71 

(AJ006065) isochorismate synthase [Catharanthus roseus] 



Seq. No. 
Contig ID 
5 '-most EST 



194270 

13165JL.R1039 
LIB3120-045-P1-K1-B5 



Seq. No. 
Contig ID 
5 '-most EST 



194271 

13169JL.R1039 
LIB3120-045-P1-K1-B6 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194272 

13176_1.R1039 

uC-gsronu33b025a07bl 

BLASTX 

g2583108 

654 

4.0e-68 

318 
42 

(AC002387) putative surface protein [Arabidopsis thaliana] 



26116 



Seq. No. 


194273 


Contig ID 


13176 2.R1039 


5 '-most EST 


LIB314 9-020-Q1-K1-F1 


Method 


BLASTX 


NCBI GI 


g4006877 


BLAST score 


401 


E value 


7 . Oe-39 


Match length 


159 


% identity 


37 


NCBI Description 


(Z 997 07) RNA-binding 1: 


Seq. No. 


194274 


Contig ID 


13183_1 .R1039 


5' -most EST 


LIB31OD-00o-Pl-KI-U4 


Method 


BLASTX 


xinn ~t~ /~* t 

NCBI GI 


dC\C\C\ *3 1 

gooUUUol 


BLAST score 


243 


E value 


1.0e-20 


Match length 


108 


% identity 


56 


NCBI Description 


(AF080119) similar to 



acid aldolases [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



194275 

13190_1.R1039 
LIB3147-009-Q1-K1-D4 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 



194276 

13192 J.. R1039 

LIB3165-020-P1-K1-B8 

BLASTN 

g3821780 

36 

1.0e-10 

36 

100 

Xenopus laevis cDNA clone 27A6-1 
194277 

13193JL.R1039 

uC-gsf ImaxxaO 98g04bl 

BLASTX 

g3875112 

603 

3.0e-62 

241 

51 

(Z68882) Similarity to Bovine inorganic pyrophosphatase 
(SW:IPYR_BOVIN) ; cDNA EST EMBL:D66533 comes from this gene; 
cDNA EST EMBL:D70345 comes from this gene; cDNA EST 
yk338a8.3 comes from this gene; cDNA EST yk338a8.5 comes fr 

194278 

13218_1.R1039 

uC-gsronu33B038bllbl 

BLASTX 

gl931655 



26117 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



321 

1.0e-29 

109 
62 

(U95973) receptor-kinase isolog [Arabidopsis thaliana] 



194279 

13221_1.R1039 

LIB3120-046-P1-K1-B7 

BLASTN 

g3985931 

39 

2.0e-12 

67 

90 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K21H1, complete sequence [Arabidopsis thaliana] 



TAC clone 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



.R1039 

-046-P1-K1-C11 



194280 
1322 6_1. 
LIB3120- 
BLASTX 
g4263710 
281 

5.0e-25 

63 

51 

(AC006223) putative pur-alpha transcriptional activator 
protein [Arabidopsis thaliana] 

194281 

13230_1.R1039 

LIB3120-046-P1-K1-C4 

BLASTX 

g225282 

166 

2.0e-ll 

46 

72 

RNA polymerase beta [Nicotiana tabacum] 
194282 

13244_1.R1039 

LIB3165-045-Q1-K1-G7 

BLASTX 

g2191152 

495 

3.0e-50 

122 

76 

(AF007269) A_IG002N01.31 gene product [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 F -most EST 
Method 



194283 

13249_1.R1039 

uC-gsflnu33B112h03bl 

BLASTX 



26118 



NCBI GI 


g4455192 


BLAST score 


368 


E value 


3 . 0e-3o 


Match length 


11/" 

lZD 


% identity 


55 


NCBI Description 


(AL035440) putative protein [Arabidopsis 


Seq. No. 


194284 


Contig ID 


13268 1.R1039 


5 1 -most EST 


LIB3120-046-P1-K1-G10 


Method 


BLASTN 


NCBI GI 


gll50931 


BLAST score 


55 


E value 


5 . Oe-22 


Match length 


251 


% identity 


80 


NCBI Description 


M.sativa mRNA for cyclin protein 


Seq. No. 


194285 


Contig ID 


13272_1.R1039 


5 '-most EST 


LIB3197-034-Q1-M1-C11 


Method 


BLASTX 


NCBI GI 


g2 739046 


BLAST score 


305 


E value 


1.0e-27 


Match length 


169 


% identity 


38 


NCBI Description 


(AE024652) polyphosphoinositide binding 




[Glycine max] 


Seq. No. 


194286 


Contig ID 


13274 1.R1039 


5 1 -most EST 


uC-gsronu33B164d01b2 


Method 


BLASTX 


NCBI GI 


g3080439 


BLAST score 


525 


E value 


1 . Oe-53 


Match length 


140 


% identity 


72 


NCBI Description 


(AL022605) putative protein [Arabidopsis 


Seq. No. 


194287 


Contig ID 


13274 2.R1039 


5 1 -most EST 


LIB3148-006-Q1-K1-D1 


Method 


BLASTX 


NCBI GI 


g3080439 


BLAST score 


400 


E value 


2.0e-54 


Match length 


161 


% identity 


68 


NCBI Description 


(AL022605) putative protein [Arabidopsis 


Seq. No. 


194288 


Contig ID 


13287 1.R1039 


5' -most EST 


LIB3189-041-P1-K1-A8 


Method 


BLASTX 


NCBI GI 


g2326812 



26119 



BLAST score 


149 


E value 




iyiatcn lenyLu 


Q7 


^ lueiiuiuy 


/I *3 


NCBI Description 


/ 'i J J j vJl\r HJX\Uy DL. |_ OdO l^ildHJILLy v^fcJo ucicvlolacj 


oeq. JNO. 


1 Q A 9 ff Q 
1 y fiZo y 


uontig ±u 


Iji 1 .I\1Uj? 


Q IlLUou HOI 


T.TR*31 ^-04 0-01 -K1 -H7 






NCBI GI 


g2407802 


BLAST score 


181 


Hj vdiue 


Z . Uc 1j 


Match length 


-30 


St "1 /"? ^ T"l "f~ T ^TJ 

"5 lQcIlLlLy 


:70 


wLdi uescription 


I I1ZO / O j niSUOIlc IIZD LAXdJJXClUpbXo UIla.XXei.ilci J 


oeq* jno * 


X y fi Z y U 


uonuig iu 


IjjUI I.KIUj!? 


o most. JLol 


ui/ ybiinujjDU licizDi 


l v l© L-lltJU. 


£jJ_lt&.0 1 A 


NCBI GI 


gl835260 


BLAST score 


956 


E value 


i . ue-iuo 


i v ia ten lenguu 




% identity 


DO 


NCBI Description 


\ii / ddou j iuiuoTiic eyenn [oesoania rostrai-aj 


oeq. No. 


1 Ok A O 01 


Contig ID 


IojUj l.Kluoy 


D IUOSL £jOi 


T TR^1 9D — — P1 — "Ffl — P9 


Method 


dt no tv 


INOOX uJ. 


gjizoi do 


BLAST score 


625 


E value 


7.0e-65 


ixiar.cn lengrn 


loy 


is laennry 




NCBI Description 


\iiuuu4ozij puranve carDOxyi—ueriuinai pepi,iaase 




[Arabidopsis thaliana] 


Seq* No. 




Contig ID 


UoU4 l.Riuoy 


3 IllOSu £jOI 


t tdqi 90— nAfi— pi —\c\ — r*^ 




JDlji-iO 1 A 


NCBI GI 


g3451072 


BLAST score 


581 


jii vaxue 


d . ue ou 


TWT 4— r> 1 4-» V* 1 ! 

ixiat.cn lengcn 


1 

ij j 


% identity 


69 


NCBI Description 


(AL031326) putative protein [Arabidopsis thaliai 


Qf*rr No 


194293 


Contig ID 


13310 1.R1039 


5 '-most EST 


LIB3120-048-P1-K1-D1 


Seq. No. 


194294 


Contig ID 


13311_1.R1039 



26120 



5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



LIB3120-048-P1-K1-D6 
194295 

13331JL.R1039 
uC-gsflnu33B025cl2bl 

194296 

13346JL.R1039 

LIB3120-053-P1-K1-A10 

BLASTX 

gl705651 

230 

4.0e-19 

70 

63 

20 KD NUCLEAR CAP BINDING PROTEIN (NCBP 20 KD SUBUNIT) 
(CBP20) >gi | 984139 | emb | CAA58962 | (X84157) subunit of the 
dimeric cap binding complex CBC [Homo sapiens] 
>gi 1 1582342 Iprf M 2118330A cap-binding protein [Homo 
sapiens] 

194297 

13349_1.R1039 

LIB3165-019-P1-K1-H9 

BLASTX 

g82263 

368 

3.0e-35 

119 

69 

ubiquinol — cytochrome-c reductase (EC 1.10.2.2) cytochrome 
cl precursor (clone pC( 1)311) - potato 

194298 

13357_1.R1039 

g5048252 

BLASTX 

g3924613 

342 

1.0e-31 

132 

54 

(AF069442) hypothetical protein [Arabidopsis thaliana] 
>gi|4263512|gb|AAD15338| (AC004044) hypothetical protein 
[Arabidopsis thaliana] 

194299 

13367_1.R1039 
LIB3165-049-Q1-K1-D2 

194300 

13368_1.R1039 
LIB3120-053-P1-K1-C10 

194301 

13382JL.R1039 
g5048158 



26121 



Method 


BLASTX 


NCBI GI 


g4101626 


BLAST score 


1767 


E value 


0.0e+00 


Match length 


447 


% identity 


71 


NCBI Description 


(AF005096) desaturase/cytochrome b5 protein [Ricinus 


- 


communis] 


Seq. No. 


194302 


Contig ID 


13383 1.R1039 


5' -most EST 


LIB3145-056-Q1-K1-A12 


Method 


BLASTX 


NCBI GI 


g2499542 


BLAST score 


538 


E value 


4.0e-55 


Match length 


156 


% identity 


64 


NCBI Description 


IRON ( III ) -ZINC ( II ) PURPLE ACID PhUbrhAlAba PKHjOUKoUK 


>gi 11218042 (U48448) secreted purple acid phosphatas 




precursor [Arabidopsis thaliana] 


Seq. No. 


194303 


Contig ID 


13399_1.R1039 


5' -most EST 


LIB3135-044-Q1-K1-E2 


Method 


BLASTX 


NCBI GI 


gl707640 


BLAST score 


, 165 


E value 


3. Oe-11 


Match length 


123 


% identity 


35 


NCBI Description 


(X98355) transcription factor GAMyb [Oryza sativa] 


Seq. No. 


194304 


Contig ID 


13403 1.R1039 


5 '-most EST 


LIB3120-053-P1-K1-G6 


Seq. No. 


194305 


Contig ID 


13419_1.R1039 


5' -most EST 


LIB3120-054-P1-K1-A10 


Method 


BLASTN 


NCBI GI 


g3510339 


BLAST score 


33 


E value 


5.0e-09 


Match length 


49 


% identity 


92 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, TAC 




K3K7, complete sequence [Arabidopsis thaliana] 


Seq. No. 


194306 


Contig ID 


13422 1.R1039 


5 '-most EST 


g3325803 


Seq. No. 


194307 


Contig ID 


13429 1.R1039 


5' -most EST 


LIB3145-044-Q1-K1-F3 


Method 


BLASTX 



(PAP) 



26122 



NCBI GI 


gi93io4 / 


BLAST score 


1146 


E value 


1.0e-126 


Match length 


Zoo 


% identity 




NCBI Description 


(U95973) endomembrane protein EMP70 precusor isolog 




[Arabidopsis thaliana] 


Seq. No. 


194oUo 


Contig ID 


IQyl/O 1 D1 mo 


5 '-most EST 


LIBJlbo-Uzo-rl-Kl-Bo 


Seq. No. 


194309 


Contig ID 


13450 1.R1039 


o -most EST 


UL-— gsronuooDuo yau JDi 


Method 


BLASTX 


NCBI GI 


g3355480 


BLAST score 


327 


E value 


6.0e-30 


Match length 


14b 


% identity 


4z 


NCBI Description 


(AC004218) Medicago nodulin N21-like protein [Arabidopsis 




thaliana] 


Seq. No. 


194310 


Contig ID 


13451 1.R1039 


5 '-most EST 


LIB31d5-05o-Q1-KI-HJ 


Method 


BLASTX 


NCBI GI 


g3128199 


BLAST score 


229 


E value 


1 . Oe-18 


* jr r i t i_ t_ 

Match length 


101 


% identity 


49 


NCBI Description 


(AC004521) putative proteinase [Arabidopsis thaliana] 


Seq. No. 


194311 


Contig ID 


13486_1.R1039 


5 '-most EST 


LIB3165-Q25-P1-K1-B3 


Method 


BLASTN 


NCBI GI 


g2564045 


BLAST score 


39 


E value 


2.0e-12 


Match length 


155 


% identity 


81 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 




K8K14, complete sequence [Arabidopsis thaliana] 


Seq. No. 


194312 


Contig ID 


13490 1.R1039 


5 1 -most EST 


LIB3120-05 /-Q1-K1-A11 


Method 


BLASTX 




goy±oozo 


BLAST score 


1069 


E value 


1.0e-117 


Match length 


260 


% identity 


76 


NCBI Description 


60S RIBOSOMAL PROTEIN L5 



26123 



Seq. No. 
Contig ID 
5' -most EST 



194313 

13490_9.R1039 
LIB3120-057-Q1-K1-E10 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194314 

13520JL.R1039 

LIB3120-060-Q1-K1-A1 

BLASTX 

g3334441 

342 

6.0e-32 

214 

26 

HYPOTHETICAL 47.9 KD PROTEIN T5I7.9 IN CHROMOSOME II 
>gi 1 2642161 (AC003000) hypothetical protein [Arabidopsis 
thaliana] 

194315 

13523JL.R1039 

LIB3120-060-Q1-K1-A12 

BLASTX 

g2494275 

562 

1.0e-57 

169 

58 

ELONGATION FACTOR P (EF-P) >gi 11399829 (U59235) elongation 
factor P [Synechococcus PCC7 942] 

194316 

13527 JL.R1039 

LIB3149-015-Q1-K1-A2 

BLASTX 

g2459420 

716 

1.0e-75 

140 

98 

(AC002332) putative ribosomal protein L17 [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194317 

13527_2.R1039 

uC-gsflnu33B013d!2bl 

BLASTX 

g2459420 

716 

7.0e-76 

140 

98 

(AC002332) 
thaliana] 



putative ribosomal protein L17 [Arabidopsis 



Seq. No. 
Contig ID 
5' -most EST 



194318 

13527_3.R1039 
LIB3149-001-P1-K1-H7 



26124 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



BLASTX 

g2982289 

402 

3.0e-39 

82 
94 

(AF051229) 



60S ribosomal protein L17 [Picea mariana] 



194319 

13527_4.R1039 

LIB3135-055-Q1-K1-C12 

BLASTX 

g2341028 

201 

7.0e-16 

39 
100 

(AC000104) 
(gb|X01694) 



Strong similarity to 60S ribosomal protein L17 
. EST gb|AA042332 comes from this gene. 



[Arabidopsis thaliana] 
194320 

13528J..R1039 

LIB3120-060-Q1-K1-A6 

BLASTN 

g!2139 

36 

2.0e-10 

52 

92 

Pea plastid genes rps2, atpl, atpH, atpF, atpA, trnR and 
trnG coding for ribosomal protein S2, one CF(1) and three 
CF(O) subunits of ATP synthase and tRNA-Arg and tRNA-Gly 

194321 

13529JL.R1039 

LIB3120-060-Q1-K1-A7 

BLASTX 

g4567302 

333 

3.0e-39 

166 

60 

(AC005956) unknown protein [Arabidopsis thaliana] 
194322 

13529_3.R1039 
LIB3148-006-Q1-K1-H3 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



194323 

13530JL.R1039 

uC-gsflmaxxa006b09bl 

BLASTX 

gl707939 

1118 

1.0e-122 
269 



26125 



% identity 

NCBI Description 



79 

GLUCOSE-1-PHOSPHATE ADENYLYLTRANS FERASE SMALL SUBUNIT 
PRECURSOR (ADP-GLUCOSE SYNTHASE) (ADP-GLUCOSE 
PYROPHOSPHORYLASE) (AGPASE B) (ALPHA-D-GLUCOSE-1-PHOSPHATE 
ADENYL TRANSFERASE) >gi | 1076256 | pir | | S51943 
glucose-l-phosphate adenylyltransf erase (EC 2.7.7.27) small 
chain Bl precursor - beet (fragment) 

>gi | 556622 | emb | CAA55515 | (X78899) glucose-l-phosphate 
adenylyltransf erase [Beta vulgaris] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



.R1039 

-060-Q1-K1-A9 



194324 
13531JL 
LIB3120- 
BLASTX 
g3023436 
969 

1.0e-130 

247 

92 

CAFFEOYL-COA 0 -MET HYLTRANS FERASE ( TRANS -CAFFEOYL-COA 
3-O-METHYLTRANS FERASE) (CCOAMT) (CCOAOMT) >gi 1857578 
(U27116) caffeoyl-CoA 3-O-methyltransf erase [Populus 
tremuloides] 

194325 

13536_1.R1039 

uC-gsflnu33Blllgllbl 

BLASTN 

g2960357 

267 

1.0e-148 

707 

85 

Populus balsamifera subsp. trichocarpa mRNA for 
caffeoyl-CoA 3-O-methyltransf erase, clone PtCCoAOMT2a 

194326 

13540JL.R1039 

LIB3146-010-Q1-K1-G11 

BLASTX 

g2581785 

596 

9.0e-62 

153 

75 

(U94999) class 2 non-symbiotic hemoglobin [Arabidopsis 
thaliana] 

194327 

13561JL.R1039 

LIB3165-057-P1-K1-B6 

BLASTX 

g3660471 

1456 

1.0e-162 

326 

84 



26126 




NCBI Description (AJ001809) succinate dehydrogenase flavoprotein alpha 
subunit [Arabidopsis thaliana] 



Seq. No. 


194328 


Contig ID 


13570 1.R1039 


5* -most EST 


LIB3272-014-P1-K1-H1Q 


Seq. No. 


194329 


Contig ID 


13604_1.R1039 


5' -most EST 


LIB3120-060-Q1-K1-H8 


Seq. No. 


194330 


Contig ID 


13611 1.R1039 


5' -most EST 


LIB3135-002-Q1-K1-A6 


Method 


BLASTX 


NCBI GI 


g3885327 


BLAST score 


303 


E value 


1.0e-27 


Match length 


83 


% identity 


66 


NCBI Description 


(AC005623) hypothetical protein [Arabidopsis thaliana 


Seq. No. 


194331 


Contig ID 


13612 1.R1039 


S'-most EST 


LIB3148-017-Q1-K1-D12 


Method 


' BLASTX 


NCBI GI 


g2245107 


BLAST score 


257 


E value 


5.0e-22 


Match length 


120 


% identity 


23 


NCBI Description 


(Z97343) thioesterase homolog [Arabidopsis thaliana] 


Seq. No. 


194332 


Contig ID 


13614 1.R1039 


5' -most EST 


LIB3135-002-Q1-K1-A9 


Method 


BLASTX 


NCBI GI 


g2980795 


BLAST score 


804 


E value 


5.0e-86 


Match length 


177 


% identity 


88 


NCBI Description 


(AL022197) putative protein [Arabidopsis thaliana] 


Seq. No. 


194333 


Contig ID 


13616 1.R1039 


5' -most EST 


LIB3145-056-Q1-K1-C8 


Seq. No. 


194334 


Contig ID 


13633 1.R1039 


5' -most EST 


g5049380 


Method 


BLASTX 


NCBI GI 


g2982266 


BLAST score 


524 


E value 


3.0e-53 


Match length 


112 


% identity 


89 



26127 



NCBI Description (AF051216) probable fibriilarin [Picea mariana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194335 

13645_1.R1039 

LIB3135-002-Q1-K1-D6 

BLASTN 

g2564048 

38 

6.0e-12 

271 

64 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MKD15, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 


194336 




Contig ID 


13646 1.R1039 




5' -most EST 


uC-gsflmaxxa098e08bl 




Method 


BLASTX 




NCBI GI 


g3341687 




BLAST score 


155 




E value 


8.0e-10 




Match length 


58 




% identity 


57 




NCBI Description 


(AC003672) putative ras protein 


[Arab 


Seq. No. 


194337 




Contig ID 


13648 1.R1039 




5' -most EST 


LIB3148-006-Q1-K1-A4 




Seq. No. 


194338 




Contig ID 


13649 1.R1039 




5' -most EST 


LIB3135-002-Q1-K1-E1 




Method 


BLASTX 




NCBI GI 


g2827536 




BLAST score 


219 




E value 


1.0e-17 




Match length 


74 




% identity 


53 




NCBI Description 


(AL021633) hypothetical protein 


[Arab 


Seq. No. 


194339 




Contig ID 


13650 1.R1039 




5' -most EST 


g5046570 




Method 


BLASTX 




NCBI GI 


g2947060 




BLAST score 


1310 




E value 


1.0e-145 




Match length 


276 




% identity 


87 




NCBI Description 


(AC002521) putative membrane protein 


Seq. No. 


194340 




Contig ID 


13654 1.R1039 




5' -most EST 


LIB3148-035-Q1-K1-E7 




Seq. No. 


194341 




Contig ID 


13662_1.R1039 





26128 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g5049609 
BLASTX 
g629858 
565 

4.0e-58 

129 

82 

protein kinase C inhibitor 



- maize 



Seq, No. 
Contig ID 
5' -most EST 



194342 

13662_2.R1039 
LIB3146-058-Q1-K1-E10 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194343 

13663_1.R1039 

LIB3146-003-P1-K1-E4 

BLASTX 

g2980770 

360 

6.0e-34 

121 

64 

(AL022198) putative protein kinase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194344 

13666_1.R1039 

LIB3197-048-Q1-M1-B6 

BLASTX 

g3522929 

754 

1.0e-148 

273 
93 

(AC002535) putative dTDP-glucose 4-6-dehydratase 
[Arabidopsis thaliana] >gi 13738279 (AC005309) putative 
dTDP-glucose 4-6-dehydratase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194345 

13666_2.R1039 

LIB3197-034-Q1-M1-H4 

BLASTX 

g2760326 

541 

4.0e-55 

227 

48 

(AC002130) F1N21.11 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



194346 

13666_3.R1039 

g5046201 

BLASTX 

g2760326 

596 

2.0e-61 

294 

46 



26129 



II 



NCBI Description (AC002130) F1N21.11 [Arabidopsis thaliana] 



Seq. No, 


194347 


Contig ID 


13668 1.R1039 


5 '-most EST 


LIB3135-002-Q1-K1-F6 


Method 


BLASTX 


NCBI GI 


g2827548 


BLAST score 


67 6 


E value 


7.0e-71 


Match length 


297 


% identity 


42 


NCBI Description 


(AL021635) cytochrome r4ou - liKe protein LAraoiaopsis 




thaliana] 


Seq. No. 


194348 


Contig ID 


13670 1.R1039 


5' -most EST 


LIB3135-002-Q1-K1-F8 


Method 


BLASTX 


NCBI GI 


g2911059 


BLAST score 


296 


E value 


7.0e-27 


Match length 


70 


% identity 


73 


NCBI Description 


(AL021961) putative protein [Arabidopsis thaliana] 


Seq. No. 


194349 


Contig ID 


13674 1.R1039 


S'-most EST 


LIB3166-036-P1-K1-A10 


Method 


BLASTX 


NCBI GI 


g4538911 


BLAST score 


928 


E value 


1.0e-100 


Match length 


250 


% identity 


73 


NCBI Description 


(AL049482) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


194350 


Contig ID 


13675 2.R1039 


5 '-most EST 


LIB3135-045-Q1-K1-C12 


Seq. No. 


194351 


Contig ID 


13676 1.R1039 


5' -most EST 


uC-gs f lnu3 3B0 8 5 f 1 2bl 


Method 


BLASTX 


NCBI GI 


g4105798 


BLAST score 


904 


E value 


2.0e-97 


Match length 


247 


% identity 


57 


NCBI Description 


(AFU4yyJU) t{jtrZo/-±i L^ e tunia x nyonaaj 


Seq. No. 


194352 


Contig ID 


13677 1.R1039 


5 '-most EST 


LIB3165-011-P1-K1-H1 


Seq. No. 


194353 


Contig ID 


13680_1.R1039 



26130 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-gsflnu33B128f07bl 

BLASTX 

g3293547 

158 

6.0e-19 

191 
37 

(AF072709) putative oxidoreductase [Streptomyces lividans] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194354 

13680__2.R1039 

LIB3272-016-P1-K1-F3 

BLASTX 

gll7549 

180 

4.0e-13 

107 

39 

QUI NONE OXIDOREDUCTASE (NADPH: QUINONE REDUCTASE) 
(ZETA-CRYSTALLIN) >gi | 65895 | pir | | CYGPZ zeta-crystallin / 
quinone reductase (NADPH) (EC 1.6.-.-) - guinea pig 
>gi 1 305333 (M26936) zeta-crystallin [Cavia porcellus] 



Seq. No. 


194355 


Contig ID 


13686 1.R1039 


5 '-most EST 


uC-gsronu33B114h07bl 


Method 


BLASTX 


NCBI GI 


gl421730 


BLAST score 


453 


E value 


6.0e-45 


Match length 


219 


% identity 


50 


NCBI Description 


(U43082) RF2 [Zea mays] 


Seq. No. 


194356 


Contig ID 


13687 1.R1039 


5 '-most EST 


LIB3272-015-P1-K1-D6 


Method 


BLASTX 


NCBI GI 


g416649 


BLAST score 


480 


E value 


4.0e-48 


Match length 


168 


% identity 


57 


NCBI Description 


PROBABLE GLUTATHIONE S-' 



PGNT1/PCNT110) >gi | 100303 | pir | IS16267 auxin-induced protein 
(clone pGNTl) - common tobacco >gi 1 19789 1 emb | CAA39709 | 
(X56268) auxin-induced protein [Nicotiana tabacum] 
>gi|19795|emb|CAA39705| (X56264) auxin-induced protein 
[Nicotiana tabacum] 



Seq. No. 
Contig ID 
5 '-most EST 



194357 

13688_1.R1039 
LIB3272-039-P1-K1-G1 



Seq. No. 
Contig ID 
5 '-most EST 



194358 

13690_1.R1039 
LIB3135-002-Q1-K1-H9 



26131 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194359 

13692_1.R1039 

g3326349 

BLASTX 

g2274915 

651 

5.0e-68 

197 

66 

(AJ000081) beta-1, 3-glucanase [Citrus sinensis] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194360 

13696_1.R1039 

LIB3135-003-Q1-K1-A3 

BLASTX 

g4455326 

511 

5.0e-52 

136 

67 

(AL035525) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194361 

13698_1.R1039 

uC-gsf lmaxxa004gllbl 

BLASTX 

gl296816 

764 

3.0e-81 

171 

87 

(X94995) naringenin-chalcone synthase [Juglans sp.] 



Seq. No, 


194362 


Contig ID 


13704 1.R1039 


5' -most EST 


LIB3135-003-Q1-K1-B10 


Seq. No. 


194363 


Contig ID 


13705 1.R1039 


5' -most EST 


LIB3189-016-P1-K1-B7 


Method 


BLASTX 


NCBI GI 


g3915826 


BLAST score 


1197 


E value 


1.0e-132 


Match length 


286 


% identity 


78 


NCBI Description 


60S RIBOSOMAL PROTEIN L5 


Seq. No. 


194364 


Contig ID 


13706 1.R1039 


5' -most EST 


LIB3147-027-Q1-K1-D3 


Method 


BLASTX 


NCBI GI 


g 4531444 


BLAST score 


242 


E value 


6.0e-36 


Match length 


130 



26132 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



, Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 




61 

(AC006224) putative protein 
194365 

13708_1.R1039 
LIB3135-003-Q1-K1-B3 
BLASTX 
g2832681 
497 

4.0e-50 
97 
91 

(AL021712) putative protein 
194366 

13709JL.R1039 
LIB3145-008-Q1-K1-D5 
BLASTX 
g4262149 
1155 

1.0e-127 
271 
75 

(AC005275) putative xyloglucan 
[Arabidopsis thaliana] 

194367 

13709_2.R1039 

LIB3149-029-Q1-K1-E9 

BLASTX 

g4262149 

164 

3.0e-ll 

71 

77 

(AC005275) putative xyloglucan 
[Arabidopsis thaliana] 

194368 

13709__3.R1039 

uC-gsflnu33B023g06bl 

BLASTX 

g4262149 

151 

8.0e-21 

67 

73 

(AC005275) putative xyloglucan 
[Arabidopsis thaliana] 

194369 

13715_1.R1039 
uC-gsronu33B038cllbl 

194370 

13716J..R1039 
LIB3135-003-Q1-K1-C2 




kinase [Arabidopsis thaliana] 



[Arabidopsis thaliana] 



endotransglycosylase 



endotransglycosylase 



endotransglycosylase 



26133 



Seq. No. 


194371 


Contig ID 


i 3 i i / i . Kiuoy 


o 1 -most EST 




Method 


BLASTX 


NCBI GI 


g4539417 


BLAST score 


zoo 


E value 


d . ue-4 y 


Match length 




% identity 


82 


NCBI Description 


(AL04 9171) putative protein [Arabidopsis thaliana] 


Seq. No. 


194372 


Contig ID 


13/lo l.Rluoy 


o -most EST 


uu - gsronuJotJioycu /di 


Method 


BLASTX 


NCBI GI 


g3367576 


BLAST score 


o r o 

362 


E value 


4 . Oe-34 


Match length 


134 


% identity 


50 


NCBI Description 


(AL031135) NAM / CUC2 -like protein [AraDiaopsis tnai 


Seq. No. 


194373 


Contig ID 


13721_1.R1039 


5 '-most EST 


uC-gsf lnu33BG88el2bl 


Method 


BLAblX 


NCBI GI 


g!169009 


BLAST score 


1687 


E value 


0.0e+00 


Match length 


364 


% identity 


86 


NCBI Description 


CAFFEIC ACID 3-O-METHYLTRANS FERASE 



(S-ADENOSYSL-L-METHIONINE: CAFFEIC ACID 
3-0-METHYLTRANS FERASE) (COMT) >gi | 542009 | pir | | S40146 
catechol O-methyltransf erase (EC 2.1.1.6) - cider tree 
>gi [4377771 emb t CAA5 2814 I (X74814) 0 -Me t hy 1 1 r ans f e r a s e 
[Eucalyptus gunnii] 



194374 

13721_2.R1039 
LIB3145-041-Q1-K1-F7 
BLASTX 
g729274 
169 

7.0e-12 
93 
40 

40 KD PEPTIDYL-PROLYL CIS-TRANS ISOMERASE (PPIASE) 
{ ROTAMASE ) ( CYCLOPHILIN- 40) ( CYP- 4 0 ) ( CYCLO PHI LIN-RELATED 
PROTEIN) >gi | 422797 |pir | IA45981 peptidylprolyl isomerase 
(EC 5.2.1.8) CyP-40 - human >gi|348910 (L11667) 
cyclophilin-40 [Homo sapiens] >gi | 1769812 | dbj | BAA09923 I 
(D63861) cyclophilin 40 [Homo sapiens] 

Seq. No. 194375 
Contig ID 13721_3 . R1039 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



26134 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-gsflnu33Blllf02bl 

BLASTX 

g3913295 

509 

9.0e-52 

113 

90 

CAFFEIC ACID 3-O-METHYLTRANSFERASE 
( S-ADENOS YSL-L-METHIONINE : CAFFEIC ACID 

3-O-METHYLTRANSFERASE) (COMT) >gi | 602588 | exnb | CAA58218 | 
(X83217) caffeic O-methyltransf erase [Prunus dulcis] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194376 

13721_4.R1039 

uC-gsronu33B145h08bl 

BLASTX 

gll69009 

670 

5.0e-78 " 

183 

77 

CAFFEIC ACID 3-O-METHYLTRANSFERASE 
(S-ADENOS YSL-L-METHIONINE : CAFFEIC ACID 
3-O-METHYLTRANSFERASE) (COMT) >gi | 542009 | pir i IS40146 
catechol O-methyltransf erase (EC 2.1.1.6) - cider tree 
>gi | 437777 | emb | CAA52814 | (X74814 ) 0-Methyltransf erase 
[Eucalyptus gunnii] 



Seq. No. 
Contig ID 
5 '-most EST 



194377 

13724_1.R1039 
LIB3135-003-Q1-K1-D10 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194378 

13725_1.R1039 

uC-gsflnu33B064d05bl 

BLASTX 

g 4454466 

197 

4.0e-15 

52 
69 

(AC006234) unknown protein 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194379 

13725_3.R1039 

LIB3272-020-P1-K1-D10 

BLASTX 

g4454466 

190 

3.0e-14 

52 
65 

(AC006234) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



194380 

13729JL.R1039 
LIB3197-050-Q1-M1-H11 



26135 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl346675 

717 

9.0e-76 

148 

91 

NUCLEOSIDE DIPHOSPHATE KINASE B (NDK B) (NDP KINASE B) 

>gi 1 499112 (U10283) nucleoside diphosphate kinase [Flaveria 

bidentis] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



194381 

13735_1.R1039 

uC-gsflmaxxa094el2bl 

BLASTX 

g4204695 

461 

6.0e-46 

237 

49 

(AF117062) putative inositol polyphosphate 5-phosphatase 
AtSPl [Arabidopsis thaliana] 

194382 

13738_1.R1039 
LIB3135-003-Q1-K1-E5 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



194383 

13747_1.R1039 

LIB3135-034-Q1-K1-B5 

BLASTX 

gl710077 

643 

2.0e-67 

162 

73 

PEROXIREDOXIN (REHYDRIN HOMOLOG) (B15C) 
>gi|2130029|pir| IS60285 B15C protein - barley 
>gi|471321|emb|CAA54066| (X76605) HvBISC [Hordeum vulgare] 
>gi|1694833|emb|CAA65387| (X96551) peroxiredoxin [Hordeum 
vulgare] 

194384 

13748_1.R1039 

LIB3135-003-Q1-K1-F5 

BLASTX 

g3915847 

1028 

1.0e-112 

214 

90 

40S RIBOSOMAL PROTEIN S2 >gi 12335095 (AC002339) putative 
4 OS ribosomal protein S2 [Arabidopsis thaliana] 

194385 

13748_2.R1039 

uC-gsronu33bll2hl0bl 

BLASTX 



26136 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



g3915847 
292 

2.0e-26 

173 

38 

40S RIBOSOMAL PROTEIN S2 >gi 12335095 (AC002339) putative 
40S ribosomal protein S2 [Arabidopsis thaliana] 

194386 

13748_3.R1039 

LIB318 9-008-P1-K1-A1 

BLASTX 

g3915847 

191 

4.0e-14 

129 
42 

40S RIBOSOMAL PROTEIN S2 >gi 12335095 (AC002339) putative 
40S ribosomal protein S2 [Arabidopsis thaliana] 

194387 

13753_1.R1039 

uC-gsflnu33B022el2bl 

BLASTX 

gl632831 

596 

1.0e-61 

131 

89 

(Z49698) orf [Ricinus communis] 
194388 

13754JL.R1039 

LIB3135-042-Q1-K1-F5 

BLASTX 

gl00351 

499 

2.0e-50 

140 

67 

pathogenesis-related protein 4A - common tobacco 

>gi 1 19962 | emb | CAA41437 | (X58546) pathogenesis-related 

protein 4A [Nicotiana tabacum] 

194389 

13755JL.R1039 

LIB3135-003-Q1-K1-G2 

BLASTX 

g3779024 

693 

4.0e-73 

160 

86 

(AC005171) unknown protein [Arabidopsis thaliana] 
194390 

13764 2.R1039 



26137 



5 f -most EST 



LIB3148-004-Q1-K1-F6 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194391 

13765J..R1039 

LIB3135-003-Q1-K1-H12 

BLASTX 

g3319774 

201 

2.0e-15 

44 

84 

(Y16228) TOM7 protein [Solanum tuberosum] 
194392 

13766J..R1039 

LIB3272-017-P1-K1-F10 

BLASTX 

g4150974 

369 

4.0e-35 

95 
69 

(AJ224331) cystatin [Castanea sativa] 



Seq. No. 
Contig ID 
5 '-most EST 



194393 

13769_1.R1039 
LIB3135-025-Q1-K1-H12 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



194394 

13769_3.R1039 
uC-gsflmaxxa028e01bl 

194395 

13774_1.R1039 

LIB3197-028-Q1-M1-D5 

BLASTX 

gl888485 

1452 

1.0e-161 

329 
82 

(Y11749) dihydroflavonol 4-reductase 



[Vitis vinifera] 



194396 

13774_2.R1039 

uC-gsflnu33B057a03bl 

BLASTN 

g530848 

367 

0.0e+00 

371 

100 

Gossypium davidsonii 5.8S rRNA gene and internal 
transcribed spacer 1 and 

194397 

13774 3.R1039 



26138 



o 



5 '-most EST 


LIBoZ / ii — U±o-rl-i\±— n4 


Method 


BLASTX 


NCBI GI 


g4033467 


BLAST score 


532 


E value 


2.0e-75 


Match length 


265 


% identity 


o4 


NCBI Description 


unPTMTXTP / nnn TVTTP DTPU C DT T TMP T?7\ /"""POD DOD^I 

ARGINHNhj/bbKlNhi— KlOn brlilUilNla rALlUK Korol 


>gi 1 1707366 1 emb | CAA67 798 | (X994io) splicing ractor 




[Arabidopsis thaliana] 


Seq. No. 


194398 


Contig ID 


13774 6.R1039 


5 -most EST 


TTD01 ilO AOO r^T tfT IT 1 c 

LIB314o-U oo-yi-£\l-£ 0 


Method 


BLASTX 


NCBI GI 


g3785991 


BLAST score 


432 


E value 


3. Oe-4^ 


Match length 


192 


% identity 


56 


NCBI Description 


(AC005560) putative MAP kinase [Arabidopsis thaliana] 


Seq. No. 


194399 


Contig ID 


13776 1.R1039 


5' -most EST 


uC-gsflnu33B071c08bl 


Seq. No. 


194400 


Contig ID 


13779_1.R1039 


5 '-most EST 


LIB3135-052-Q1-K1-C2 


Method 


BLASTX 


NCBI GI 


gl706547 r 


BLAST score 


337 


E value 


1.0e-31 


Match length 


99 


% identity 


67 


NCBI Description 


GLUCAN ENDO-l,3-BETA-GLUCOSIDASE, BASIC VACUOLAR ISOFORM 


PRECURSOR ( (l->3)-BETA-GLUCAN ENDOHYDROLASE ) 




( ( l->3 ) -BETA-GLUCANASE J ( BETA-1 , 3-ENDOGLUCANASE ) 




>gi I 2129912 | pir | l S65077 beta-1, 3-glucanase class I 




precursor - Para rubber tree >gi| 1184668 (U22147) 




beta-1, 3-glucanase [Hevea brasiliensis] 


Seq. No. 


194401 


Contig ID 


13786 1.R1039 


5' -most EST 


LIB3135-004-Q1-K1-B12 


Seq. No. 


194402 


Contig ID 


13787_3.R1039 


5' -most EST 


LIB3196-007-P1-M1-A1 


Seq. No. 


194403 


Contig ID 


13789 1.R1039 


5' -most EST 


LIB3135-004-Q1-K1-B4 


Method 


BLASTX 


NCBI GI 


g3928543 


BLAST score 


164 


E value 


2.0e-ll 



26139 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



124 
38 

(AB016819) UDP-glucose glucosyltransf erase [Arabidopsis 
thaliana] 

194404 

13792J..R1039 

g5049922 

BLASTX 

g3928086 

549 

4.0e-56 

178 

63 

(AC005770) unknown protein [Arabidopsis thaliana] 
194405 

13801_1.R1039 

LIB3135-004-Q1-K1-C7 

BLASTX 

g4559382 

224 

3.0e-18 

92 

43 

(AC006526) putative DNA binding protein [Arabidopsis 
thaliana] 

194406 

13807_1.R1039 

LIB3135-025-Q1-K1-H2 

BLASTX 

g3183088 

209 

2.0e-16 

71 

56 

PROBABLE NONSPECIFIC LIPID-TRANSFER PROTEIN AKCS9 PRECURSOR 
(LTP) >gi| 629658|pir| IS47084 lipid transfer like protein - 
cowpea >gi|499034|emb|CAA56113| (X79604) lipid transfer 
like protein [Vigna unguiculata] 

194407 

13810JL.R1039 
LIB3166-058-P1-K1-B5 

194408 

13813_1.R1039 
LIB3165-005-P1-K1-D2 

194409 

13816J..R1039 

g5049824 

BLASTX 

g2997684 

325 

8.0e-30 



26140 



Match length 


108 


% identity 


62 


NCBI Description 


(AF053302) putative transcriptional co-activator 




[Arabidopsis thaliana] 


Seq. No. 


194410 


Contig ID 


13819_1.R1039 


5' -most EST 


LIB3135-004-Q1-K1-EO 


Method 


BLASTX 


NCBI GI 


g4376650 


BLAST score 


282 


E value 


1. 0e-24 


Match length 


166 


% identity 


39 


NCBI Description 


(AE001621) GcpE Protein [Chlamydia pneumoniae] 


Seq. No. 


194411 


Contig ID 


13821_1.R1039 


5' -most EST 


LIB3272-058-P1-K1-D9 


Seq. No. 


194412 


Contig ID 


13823_1.R1039 


5' -most EST 


LIB3135-004-Q1-K1-F1 


Method 


BLASTX 


NCBI GI 


g4539660 


BLAST score 


408 


E value 


7.0e-41 


Match length 


158 


% identity 


57 


NCBI Description 


(AF061282) polyprotein [Sorghum bicolor] 


Seq. No. 


194413 


Contig ID 


13835_1.R1039 


5' -most EST 


LIB3135-052-Q1-K1-A12 


Method 


BLASTX 


NCBI GI 


g2497752 


BLAST score 


294 


E value 


4.0e-26 


Match length 


96 


% identity 


59 


NCBI Description 


NONSPECIFIC LIPID-TRANSFER PROTEIN 1 PRECURSOR ( 



(LTP 1) 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi 1 1321911 1 emb | CAA65475 | (X96714 ) 
[Prunus dulcis] 

194414 

13835_2.R1039 

LIB3147-054-Q1-K1-F12 

BLASTX 

g2497752 

211 

1.0e-16 

67 

60 

NONSPECIFIC LIPID-TRANSFER PROTEIN 
>gi [ 1321911 | emb | CAA65475 | (X96714 ) 
[Prunus dulcis] 



1 PRECURSOR (LTP 1) 
lipid transfer protein 



26141 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194415 

13842_1.R1039 
LIB3135-004-Q1-K1-H12 

194416 

13847_1.R1039 

LIB3135-004-Q1-K1-H6 

BLASTX 

g2809326 

487 

4.0e-49 

127 

75 

(U72663) uricase II [Phaseolus vulgaris] 
194417 

13859JL.R1039 
LIB3165-004-P1-K1-E3 

194418 

13859_2.R1039 
LIB3272-016-P1-K1-G8 

194419 

13863_1.R1039 

LIB3135-005-Q1-K1-B3 

BLASTX 

g4512698 

154 

2.0e-12 

93 
47 

(AC006569) hypothetical protein [Arabidopsis thaliana] 
194420 

13865_1.R1039 

LIB3135-005-Q1-K1-B6 

BLASTX 

g3738320 

676 

5.0e-71 
188 
70 

(AC005170) 
thaliana] 



putative cinnamoyl CoA reductase [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194421 

13867_1.R1039 

LIB3272-020-P1-K1-H8 

BLASTX 

g3913182 

312 

1.0e-28 
114 

48 

CINNAMYL-ALCOHOL DEHYDROGENASE (CAD) 
>gi|2239258|emb|CAA74070| (Y13733) cinnamyl alcohol 



26142 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



dehydrogenase [Zea mays] 
194422 

13868JL.R1039 
LIB3145-030-Q1-K1-F12 

194423 

13871JL.R1039 
LIB3135-060-Q1-K1-B11 

194424 

13874_1.R1039 

uC-gsflnu33B031a05bl 

BLASTX 

g3421102 

767 

1.0e-81 

216 
68 

(AF043530) 
thaliana] 



20S proteasome beta subunit PBB1 [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



194425 

13874_2.R1039 

uC-gs f lmaxxa 0 5 7 dO 7 bl 

BLASTX 

g2511578 

716 

9.0e-76 

159 

85 

(Y13178) multicatalytic endopeptidase [Arabidopsis 
thaliana] 

194426 

13879_1.R1039 

LIB3189-012-P1-K1-D9 

BLASTX 

g462013 

523 

3.0e-53 

151 

72 

ENDOPLASMIN H0MOL0G PRECURSOR (GRP94 HOMOLOG) 
>gi|542022|pir| IS39558 HSP90 homolog - Madagascar 
periwinkle >gi 1348696 (L14594) heat shock protein 90 
[Catharanthus roseus] 

194427 

13882_1.R1039 

LIB3166-027-P1-K1-D11 

BLASTX 

g2827528 

792 

1.0e-84 

217 

72 



26143 



NCBI Description (AL021633) predicted protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194428 

13889_1.R1039 

uC-gsronu33B046fl0bl 

BLASTX 

g417148 

554 

1.0e-56 

217 
51 

PROBABLE GLUTATHIONE S-TRANSFERASE (HEAT SHOCK PROTEIN 26A) 
(G2-4) >gi| 99912|pir| (A33654 heat shock protein 26A - 
soybean >gi 1169981 (M20363) Gmhsp26-A [Glycine max] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194429 

13890_2.R1039 

LIB3147-006-Q1-K1-A9 

BLASTX 

g3242704 

399 

1.0e-38 

142 
52 

(AC003040) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194430 

13894JL.R1039 

uC-gsronu33B147f08bl 

BLASTX 

g3850571 

439 

2.0e-43 

94 

89 

(AC005278) Similar to gblU85207 snRNP core Sm protein 
homolog Sm-X5 from Mus musculus. EST gb|AA612141 comes 
from this gene. [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



194431 

13895JL.R1039 
LIB3135-005-Q1-K1-E5 



Seq. No. 
Contig ID 
5' -most EST 



194432 

13898_1.R1039 
LIB3147-038-Q1-K2-G7 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194433 

13899JL.R1039 

g5049141 

BLASTX 

g3540194 

330 

2.0e-30 

77 

82 

(AC004260) AtVPS45p [Arabidopsis thaliana] 



26144 



Seq. No. 
Contig ID 
5 '-most EST 



194434 

13911JL.R1039 
LIB3166-018-P1-K1-E4 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 



194435 

13914JL.R1039 

LIB3135-005-Q1-K1-G8 

BLASTX 

g2267567 

394 

4.0e-38 

86 

90 

(AF009003) glycine-rich RNA binding protein 1 [Pelargonium 
x hortorum] >gi 12267569 (AF009004) glycine-rich RNA binding 
protein 2 [Pelargonium x hortorum] 

194436 

13915_1.R1039 

uC-gsronu33B132cl2bl 

BLASTN 

g2267566 

57 

4.0e-23 

289 

82 

Pelargonium x hortorum glycine-rich RNA binding protein 1 
(GRP1) mRNA, complete cds 

194437 

13919_1.R1039 

LIB3135-005-Q1-K1-G9 

BLASTX 

g2132388 

164 

3.0e-ll 

112 

37 

PH085 protein - yeast (Saccharomyces cerevisiae) 

>gi 1 1163103 (U43503) Lphl6p [Saccharomyces cerevisiae] 

194438 

13928_1.R1039 

LIB3149-036-Q1-K1-E9 

BLASTX 

g2760334 

416 

1.0e-40 

91 

80 

(AC002130) F1N21.5 [Arabidopsis thaliana] 
194439 

13935JL.R1039 

LIB3146-011-Q1-K1-G10 

BLASTX 



26145 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2764941 
415 

2.0e-40 

101 

70 

(X98255) transcriptionally stimulated by gibberellins; 
expressed in meristematic region, and style [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5* -most EST 



194440 

13942_1.R1039 
LIB3135-046-Q1-K1-H4 



Seq. No. 

Contig ID 
5 '-most EST 



194441 

13942_2.R1039 

LIB314 6-054-Q1-K1-F10 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194442 

13945_1.R1039 

LIB3135-045-Q1-K1-D2 

BLASTX 

g!22770 

693 

5.0e-73 

160 

84 

HEMOGLOBIN II >gi | 99509 1 pir i | S13378 hemoglobin II - swamp 
oak >gi| 18015 | emb | CAA37898 | (X53950) hemoglobin [Casuarina 
glauca] 



Seq. No. 

Contig ID 
5' -most EST 



194443 

13957_1.R1039 
LIB3135-031-Q1-K1-D4 



Seq. No. 
Contig ID 
5 f -most EST 



194444 

13957_2.R1039 
uC-gsronu33B150d07bl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194445 

13959_1.R1039 

g5047411 

BLASTX 

g499693 

725 

1.0e-76 

255 

59 

(L32095) cyclophilin [Vicia faba] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



194446 

13966_1.R1039 

LIB3135-018-Q1-K1-D10 

BLAST N 

g434990 

45 

4.0e-16 
120 



26146 



% identity 93 

NCBI Description O.berteriana mitochondrial trnl gene 



Seq. No. 
Contig ID 
5 1 -most EST 



194447 

13970_1.R1039 
LIB3135-034-Q1-K1-E7 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194448 

13973_1.R1039 

LIB3272-003-P1-K1-H3 

BLASTX 

g2459417 

963 

1.0e-104 

292 
66 

(AC002332) putative pre-mRNA splicing factor PRP19 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



194449 

13975_1.R1039 
LIB3135-007-Q1-K1-A5 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



R MAJOR FORM PRECURSOR 
>gi|100385|pir| IJH0230 
R precursor - common tobacco 



194450 

13978_1.R1039 
LIB3148-046-Q1-K1-F11 
BLASTX 
gl31015 
801 

2.0e-85 
198 
71 

PATHOGENESIS -RELATED PROTEIN 

(THAUMATIN-LIKE PROTEIN E22) 
pathogenesis-related protein 
>gi|19855|emb|CAA33293| (X15224) thaumatin-like protein 

[Nicotiana tabacum] >gi | 19980 | emb | CAA312 35 | (X12739) 
pathogenesis-related protein R (AA 1 - 226) [Nicotiana 
tabacum] 

194451 

13982JL.R1039 
uC-gsronu33B019f01bl 

194452 

13988JL.R1039 

LIB3166-013-P1-K1-C6 

BLASTX 

g3122388 

619 

2.0e-64 

131 

31 

WD-40 REPEAT PROTEIN MSI2 >gi 12394231 (AF016847) WD-40 
repeat protein [Arabidopsis thaliana] 



Seq. No. 



194453 



26147 



Contig ID 
5' -most EST 



© 

13994JL.R1039 
LIB3135-007-Q1-K1-C5 



Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



194454 

13998J..R1039 
LIB3196-017-P1-M1-E8 

194455 

14012JL.R1039 

LIB3135-007-Q1-K1-E11 

BLASTX 

g2829923 

438 

1.0e-43 

117 

42 

(AC002291) Similar to uridylyl 
thaliana] 

194456 

14017_1.R1039 
LIB3166-051-P1-K1-E4 

194457 

14019_1.R1039 

LIB3166-020-P1-K1-G1 

BLASTX 

g3600061 

410 

5.0e-44 

220 
50 

(AF080120) contains similarity 
[Arabidopsis thaliana] 

194458 

14034_1.R1039 
uC-gsronu33B124f09bl 

194459 

14037_1.R1039 

LIB3135-007-Q1-K1-H12 

BLASTX 

gl001755 

148 

2.0e-09 

79 

11 

(D64 004) hypothetical protein 
194460 

14041JL.R1039 
LIB3135-058-Q1-K1-A5 

194461 

14051_1.R1039 
LIB3166-027-P1-K1-G6 



transferases [Arabidopsis 



to DNA binding proteins 



[Synechocystis sp. ] 



26148 



II 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2493318 

273 

8.0e-24 

100 

51 

BLUE COPPER PROTEIN PRECURSOR >gi | 56277 9 | emb | CAA80963 | 

(Z25471) blue copper protein [Pisum sativum] 

>gi| 1098264 | prf || 2115352A blue Cu protein [Pisum sativum] 

194462 

14051_2.R1039 

uC-gsf lmaxxa042gllbl 

BLASTX 

g728949 

236 

2.0e-19 

103 

46 

BLUE COPPER PROTEIN PRECURSOR >gi | 99665 | pir | IS25555 blue 

copper protein - Arabidopsis thaliana 

>gi 12147156 1 pir | 1 139698 blue copper-binding protein - 

Arabidopsis thaliana >gi | 16203 | emb | CAA78771 | (Z15058) blue 

copper-binding protein [unidentified bacterium] 

>gi| 739987 |prf | I2004275A blue copper-binding protein 

[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194463 

14053JL.R1039 

LIB3189-012-P1-K1-H2 

BLASTX 

g3080402 

1265 

1.0e-140 

323 

76 

(AL022603) putative NADPH quinone oxidoreductase 
[Arabidopsis thaliana] >gi | 4455266 1 emb | CAB36802 . 1 1 
(AL035527) putative NADPH quinone oxidoreductase 
[Arabidopsis thaliana] 

194464 

14055_1.R1039 

LIB3148-039-Q1-K1-G5 

BLASTX 

g4325342 

152 

1.0e-09 

33 
88 

(AF128393) No definition line found [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



194465 

14058_1.R1039 

LIB3135-008-Q1-K1-B4 

BLASTX 

gl!03318 



26149 



BLAST score 


O 1 ft 

ziy 


E value 


2.0e-17 


Match length 


145 


% identity 




NCBI Description 


(A/ooioj casein Kinase i LHraDiaopbib uiiaiiaxiaj 




>gi|2244791|emb|CAB10213.1I (Z97336) casein kinase I 




[Arabidopsis thaliana] 


beq. jno. 


1 QA A 
i y 4 4 DO 


Contig ID 


I40o9_i . Riuoy 


o -most EST 




Seq. No. 


1 y4 4 D / 


Contig ID 


1 /I A £1 1 D1 

14U01 i.Kiuoy 


C F _m/-\c+- T? Q T 

0 IuOSt. iLol 


■Lil-DOluO U Jl C\.± rif± 


Method 


DT 7\OrpV 


NCBI GI 


g4455246 


BLAST score 


233 


E value 


j . ue i y 


Ma t cn 1 engt n 


Q A 


% identity 


c a 


NCBI Description 


(ALOoODzo) putative protein LAraoiaopsis tnananaj 


Seq. No. 


194468 


Contig ID 


14071 1.R10J9 


b -most Ebl 


Jul box J0-UUo-y±-.tvl-Dl 


Method 


BLASTX 


NCBI GI 


g2832677 


BLAST score 


192 


E value 


i * ue-14 


Match length 


o / 


% identity 


45 


NCBI Description 


(ALOzl/lz) nypotneticai protein L^raDiaopsis inanana 


Seq. No. 


1 A. ^ /I C ft 

iy44oy 


Contig ID 


140/O l.RlOoy 


5 -most EST 


T TQ^I CCL HI Q D1 LT1 —IT £ 

L1do1oo-U1j- r±-i\l—iO 


Method 


TIT 7\ o mv 

BLASTX 


NCBI GI 


— > i n o a a A 

g3193292 


BLAST score 


881 


E value 


5.0e-95 


Match length 


218 


% identity 


oO 


NCBI Description 


(AeUDyzyo) similar to AiJrases associarea wmn various 




cellular activites (Pfam: AAA.hmm, score: 230.91) 




[Arabidopsis thaliana] 


Seq. No. 


1 Ci A A 1 A 

194470 


Contig ID 


14079 1.R1039 


5 '-most EST 


LIB3146-041-Q1-K1-G6 


Seq. No. 


194471 


Contig ID 


14084 1.R1039 


5' -most EST 


LIB3135-008-Q1-K1-E2 


Method 


BLASTX 


NCBI GI 


g4106538 


BLAST score 


515 



26150 



E value 
Match length 
% identity 
NCBI Description 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



2.0e-52 

141 

72 

(AF104220) gamma-tocopherol methyltransferase [Arabidopsis 
thaliana] 

194472 

14093JL.R1039 

uC-gsflnu33B126e02bl 

BLASTX 

g!703108 

1034 

1.0e-113 

208 

97 

ACTIN 2/7 >gi|2129525Ipir| IS71210 actin 2 - Arabidopsis 
thaliana >gi | 2129528 | pir | | S68107 actin 7 - Arabidopsis 
thaliana >gi 11049307 (U37281) actin-2 [Arabidopsis 
thaliana] >gi 1 1943863 (U27811) actin7 [Arabidopsis 
thaliana] 

194473 

14098JL.R1039 
LIB3146-053-Q1-K1-E4 



Seq, No. 
Contig ID 
5 '-most EST 



194474 

14098_2.R1039 
LIB3145-008-Q1-K1-A3 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194475 

14098__3.R1039 

LIB3146-015-Q1-K1-C4 

BLASTN 

g2687434 

49 

2.0e-18 

89 

89 

Eucryphia lucida large subunit 26S ribosomal RNA gene, 
partial sequence 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



194476 

14100JL.R1039 

LIB3189-016-P1-K1-H4 

BLASTX 

g2673868 

584 

3.0e-60 

152 

78 

(Y14856) fimbriata-associated protein [Antirrhinum majus] 
194477 

14106JL.R1039 

LIB3135-008-Q1-K1-G4 

BLASTX 

g2345148 



26151 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



144 

6.0e-09 

56 

52 

(AF014821) developmentally regulated GTP binding protein 
[Pisum sativum] 



194478 

14129_1.R1039 

uC-gsflnu33B001h05bl 

BLASTX 

gl323704 

240 

7.0e-20 

185 

38 

(U55387) similar to C. 



elegans F38E1.9 gene product encoded 



by GenBank Accession Number U41996 [Cricetulus griseus] 
194479 

14129_2.R1039 
LIB3146-039-Q1-K1-A5 



Seq. No. 
Contig ID 
5' -most EST 



194480 

14129_3.R1039 
LIB3146-018-Q1-K1-F5 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194481 

14132_1.R1039 

uC-gsflnu33B081a07bl 

BLASTX 

g3881724 

284 

4.0e-25 
90 
57 

(Z69385) 
S55137) ; 



Similarity to Yeast JTA107 protein (PIR Acc. No. 
cDNA EST yk290e3.3 comes from this gene; cDNA EST 



Seq. No. 
Contig ID 
5 '-most EST 



yk290e3.5 comes from this gene [Caenorhabditis elegans] 
194482 

14153JL.R1039 

g3326772 

BLASTX 

gl36644 

395 

2.0e-48 

158 

72 

UBIQUITIN-CONJUGATING ENZYME E2-23 KD (UBIQUITIN-PROTEIN 
LIGASE) {UBIQUITIN CARRIER PROTEIN) >gi 1 1007 65 | pir | | A34506 
23K ubiquitin carrier protein E2 - wheat >gi 1170782 
(M28059) ubiquitin carrier protein [Triticum vulgare] 

194483 

14153_2.R1039 
LIB3147-036-Q1-K1-A5 



26152 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl!74850 

296 

3.0e-45 

150 

67 

UBIQUITIN-CONJUGATING ENZYME E2-21 KD 2 
LIGASE 5) (UBIQUITIN CARRIER PROTEIN 5) 



(UBIQUITIN-PROTEIN 



Seq. No. 
Contig ID 
5 '-most EST 



194484 

14160_1.R1039 
LIB3145-046-Q1-K1-B4 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5 '-most EST 



194485 

14163J..R1039 

uC-gsflnu33B091f05bl 

BLASTX 

g2370595 

497 

7.0e-50 

231 

46 

(AJ001414) GTPase activating protein [Yarrowia lipolytica] 



194486 

14165JL.R1039 

uC-gs f ImaxxaO 4 5d0 8b 1 

BLASTX 

g3158476 

1136 

1.0e-125 

253 
87 

(AF067185) aquaporin 



2 [Samanea saman] 



194487 

14166JL.R1039 
LIB3135-009-Q1-K1-F9 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194488 

14168J..R1039 

LIB3135-027-Q1-K1-D9 

BLASTX 

g3928099 

768 

1.0e-81 

280 

36 

(AC005770) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value - 



194489 

14169_1.R1039 

LIB3272-016-P1-K1-H6 

BLASTX 

g2792297 

261 

2.0e-22 



26153 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



77 
58 

(AF039183) GAST-like gene product [Fragaria x ananassa] 



194490 

14171JL.R1039 

LIB3189-030-P1-K1-G4 

BLASTX 

gl220453 

476 

2.0e-47 

168 

54 

(M79328) alpha-amylase 



[Solanum tuberosum] 



194491 

14172_1.R1039 

LIB3147-028-Q1-K1-E6 

BLASTX 

g2465923 

604 

1.0e-62 

181 

66 

(AF024648) receptor-like serine/threonine kinase 
[Arabidopsis thaliana] 

194492 

14188JL.R1039 
LIB3135-051-Q1-K1-A7 

194493 

14190JL.R1039 
LIB3165-033-P1-K1-E3 

194494 

14196JL.R1039 

LIB3135-010-Q1-K1-A3 

BLASTX 

g3928079 

284 

2.0e-25 

144 

45 

(AC005770) hypothetical protein [Arabidopsis thaliana] 
194495 

14204JL.R1039 
LIB3135-010-Q1-K1-B2 

194496 

14205_2.R1039 
LIB3146-017-Q1-K1-C5 

194497 

14205_3.R1039 
uC-gsflnu33B129e07bl 



26154 



Method 




NCBI GI 


g3298546 


BLAST score 


247 


E value 


i Art on 

l . ue— zu 


Match length 


a a 

y^ 


% identity 


57 


NCBI Description 


(AC004 681) unknown protein [Arabidopsis thaliana] 


Seq. No. 


1 Q A A CkQ 

194 4 yd 


Contig ID 


14205 4.R1039 - 


5 '-most EST 


LIB3149-028-Q1-K1-H5 


Seq. No. 


i y 4 4 yy 


Contig ID 


14209 1.R1039 


5 '-most EST 


LIB3135-010-Q1-K1-B8 


Seq. No. 


iy4ouu 


Contig ID 


14216 1.R1039 


5 '-most EST 


uC-gsronu33B171a04bl 


Seq. No. 


iy4oui 


Contig ID 


i y| On 1 D1 AQQ 


5 '-most EST 


LIB3135-01Q-Q1-K1-D11 


Seq. No. 


194502 


Contig ID 


14220_1.R1039 


5 '-most EST 


g5050250 


Method 


BLASTX 


NCBI GI 


g4512698 


BLAST score 


2162 


E value 


0 . 0e+00 


Match length 


460 


% identity 


86 


NCBI Description 


(AC006569) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


194503 


Contig ID 


14227 1.R1039 


5' -most EST 


LIB3149-063-Q1-K1-F8 


Seq. No. 


194504 


Contig ID 


14241 1.R1039 


5 '-most EST 


LIB3135-010-Q1-K1-G2 


Seq. No. 


1 A A C A C 

194505 


Contig ID 


14268_1.R1039 


5' -most EST 


uC-gsronu33B150e08bl 


Seq. No. 


194506 


Contig ID 


14276_1.R1039 


5 '-most EST 


LIB3135-011-Q1-K1-B7 


Method 


BLASTN 




gz / dux / £. 


BLAST score 


37 


E value 


3.0e-ll 


Match length 


73 


% identity 


88 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 



26155 



MUB3, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194507 

14282_1.R1039 

uC-gsflnu33B083hllbl 

BLASTX 

g2979549 

398 

1.0e-38 

138 

54 

(AC003680) putative 7-ethoxycoumarin O-deethylase 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194508 

14285_1.R1039 

LIB3135-011-Q1-K1-C5 

BLASTX 

g4314355 

188 

4.0e-14 

125 

38 

(AC006340) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194509 

14288JL.R1039 

uC-gsflnu33B128e09bl 

BLASTX 

g2462761 

229 

9.0e-19 

96 
52 

(AC002292) Highly similar to auxin-induced protein 
(aldo/keto reductase family) [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194510 

14290JL.R1039 

LIB3145-011-Q1-K1-G10 

BLASTX 

g4557078 

162 

1.0e-10 

283 
23 

(AC007045) putative Tall-1 pol polyprotein, 
[Arabidopsis thaliana] 



5" partial 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



194511 

14297JL.R1039 

LIB3197-045-Q1-M1-B11 

BLASTX 

g4406816 

879 

6.0e-95 
185 



26156 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



89 

(AC006201) 60S ribosomal protein L2 [Arabidopsis thaliana] 
194512 

14304_1.R1039 

LIB3135-021-Q1-K1-D11 

BLASTX 

g3128195 

515 

1.0e-52 

111 

93 

(AC004521) putative phosphoribosyl pyrophosphate synthetase 
[Arabidopsis thaliana] >gi 13341673 (AC003672) putative 
phosphoribosyl pyrophosphate synthetase [Arabidopsis 
thaliana] 

194513 

14305_1.R1039 

uC-gsronu33B036b09bl 

BLASTX 

g2959370 

269 

2.0e-23 

129 

36 

(AL022117) hypothetical protein [Schizosaccharomyces pombe] 
194514 

14311_1.R1039 

g3326718 

BLASTX 

gl877480 

441 

2.0e-43 

161 

60 

(U89270) short-chain alcohol dehydrogenase [Tripsacum 
dactyloides] 

194515 

14316JL.R1039 

LIB3165-003-P1-K1-A3 

BLASTX 

gll68728 

1360 

1.0e-151 

358 
71 

CINNAMYL-ALCOHOL DEHYDROGENASE 
cinnamyl-alcohol dehydrogenase 



1 (CAD) >gi | 598071 (L37883) 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



194516 

14316_3.R1039 

LIB3146-037-P1-K1-D5 

BLASTX 

gl!68728 



26157 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



239 

4.0e-20 

76 

84 

CINNAMYL-ALCOHOL DEHYDROGENASE 1 (CAD) >gi 1598071 (L37883) 
cinnamyl-alcohol dehydrogenase [Arabidopsis thaliana] 

194517 

14324JL.R1039 

LIB3145-012-Q1-K1-A10 

BLASTX 

g3915037 

1010 

1.0e-110 

215 

86 

SUCROSE SYNTHASE 2 (SUCROSE-UDP GLUCOSYLTRANSFERASE 2) 
>gi I 2570067 |emb|CAA04512| (AJ001071) second sucrose 
synthase [Pisum sativum] 

194518 

14326_1.R1039 
LIB3135-011-Q1-K1-H6 

194519 

14327_1.R1039 

uC-gsronu33B154h08b2 

BLASTX 

g3169182 

360 

4.0e-34 

78 

85 

(AC004401) unknown protein [Arabidopsis thaliana] 
194520 

14327_2.R1039 

LIB3135-011-Q1-K1-H7 

BLASTX 

g3860323 

372 

2.0e-35 

78 

87 

(AJ012688) hypothetical protein [Cicer arietinum] 
194521 

14327_5.R1039 

LIB3146-010-Q1-K1-A3 

BLASTX 

g3169182 

167 

1.0e-ll 

35 
83 

(AC004401) unknown protein [Arabidopsis thaliana] 



26158 



beq. NO. 


1 04^99 

xy^ozz 


uonrxg iu 




q f -TTin<=i- FQT 
3 IUUo L HiO X 


T TP, "31 PQ-fll ft -Pi —Kl -Pi 1 
IjXDjIO j UXO C± i\± I3XX 




DT 2XQTY 


NCBI GI 


g4559384 


BLAST score 


842 


E Value 




l v la.Loll -Lcliy Cll 


999 


3- T Y"\ "I - 1 4-TT 

15 lUcuLlty 


1 A 


NCBI Description 


^ii.uuuoDZoy unKnown prouexn [AraDioops 


beq. wo. 




uonxxg xu 






T TR^I^R-01 9-H1 —V\ -Rl 1 




DiiflO J. /\ 


NCBI GI 


g3599491 


BLAST score 


1078 


E va lue 


x . ue xxo 


i. v ia.ucn ieny tn 


9 R ^ 
zoo 


% identity 


/ 0 


NCBI Description 


(AF085149) putative aminotransferase 


beq. no. 


1 Q / CO >| 


uonrig iu 


14o4x I.RlUoy 


C T _rri/-\ o +- TTOT 1 


LiXdoZ / Z — U O J — JrX — 1\X — bXU 




"RT ZiQTV 


MfDT (IT 




BLAST score 


724 


E value 


4.0e-90 


Match length 




% identity 


dx 


NCBI Description 


(AJ222644) asparaginyl-tRNA synthetas 




thaliana] 


beq. wo. 


Xi? 4 DZO 


L/Ontxg xu 


*[ A 1 AH 1 "DimQ 

X4 / X • KIUj? 


O — ItlOSu EjOI 


XjXid jx4 o— uou— yx— J\X— h o 


beq. wo. 


Xy4ozb 


oontig xu 


x4o4y x.Kxujy 


D iUObl HiOl 


T TR*3979 — HI 9 — Pi —1^1 — n7 
XiXdjZ / Z UXZ ir X £\X U / 


^A/T/^i *f— V> /"\ ^"4 


£3XiilO I A 


Kir'TST PT 
WL/JDX bl 


gX4ooZXo 


BLAST score 


572 


E value 


6.0e-59 


Match length 


Xo / 


f> luenEity 


ID 


NCBI Description 


(X99793) induced upon wounding stress 




tnalxana J 


beq. No. 


iy4oz / 


Contxg ID 


14i4y o.RlQoy 


5 T -most EST 


LIB3272-053-P1-K1-H1 


Method 


BLASTX 


NCBI GI 


gl483218 


BLAST score 


271 


E value 


6.0e-24 



[Capsicum chinense] 



[Arabidopsis 



[Arabidopsis 



26159 



Match length 

% identity 

NCBI Description 



63 
79 

(X99793) induced upon wounding stress [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



194528 

14355JL.R1039 
LIB3145-054-Q1-K1-E9 



Seq. No. 
Contig ID 
5' -most EST 



194529 

14357_1.R1039 
LIB3135-012-Q1-K1-D7 



Seq. No. 

Contig ID 
5' -most EST 
Method 
■NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
. Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



194530 

14362JL.R1039 

LIB3149-061-Q1-K1-A5 

BLASTX 

g462011 

560 

2.0e-57 

143 

75 

ENOLASE (2-PHOSPHOGLYCERATE DEHYDRATASE) 
( 2 - PHOS PHO- D-GLYCERATE HYDRO-LYASE) >gi 1349802 (L23324] 
enolase [Schistosoma japonicum] 

194531 

14362_2.R1039 

LIB3149-023-Q1-K1-E3 

BLASTX 

g3717946 

345 

3.0e-32 

110 

65 

(AJ005901) vagi [Arabidopsis thaliana] 
194532 

14364_1.R1039 

LIB3135-012-Q1-K1-F10 

BLASTX 

g2565275 

184 

2.0e-13 

52 

79 

(AF023611) Dimlp homolog [Homo sapiens] 
194533 

14367J..R1039 

LIB3149-007-Q1-K1-C11 

BLASTX 

g!808656 

518 

1.0e-52 

115 

85 



26160 



NCBI Description (Y10804) Ubiquitin activating enzyme El [Nicotiana tabacum] 



Seq. No. 

Contig ID 

5 1 -roost EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194534 

14369JL.R1039 

LIB3135-012-Q1-K1-F4 

BLASTX 

g3395436 

302 

1.0e-27 

112 

49 

(AC004 683) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



194535 

14370JL.R1039 
LIB314 6-008-Q1-K1-B3 



Seq. No. 
Contig ID 
5' -most EST 



194536 

14371JL.R1039 
uC-gsflmaxxa004b01bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194537 

14375JL.R1039 

uC-gsronu33B148c09bl 

BLASTX 

g3219823 

405 

2.0e-39 

149 

52 

PUTATIVE 3-ISOPROPYLMALATE DEHYDRATASE LARGE SUBUNIT 
(ISOPROPYLMALATE ISOMERASE) (ALPHA- I PM ISOMERASE) (IPMI) 
>gi|2127740|pir| IC64362 aconitate hydratase (EC 4.2.1.3) 
Methanococcus jannaschii >gi| 1591201 (U67499) 
3-isopropylmalate dehydratase (leuC) [Methanococcus 
jannaschii] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194538 

14378_1.R1039 

uC-gsronu33B113a01bl 

BLASTX 

g4185819 

192 

3.0e-14 
47 
68 

(AF116845) 
batatas] 



metallothionein-like type 1 protein [Ipomoea 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



194539 

14378_2.R1039 

uC-gsflnu33B138fl0bl 

BLASTN 

gl418705 

217 

1.0e-118 
481 



26161 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



93 

G.hirsutum metallothionein-like gene 
194540 

14380_1.R1039 

LIB3272-002-P1-K1-D12 

BLASTX 

g585165 

2144 

0.0e+00 

461 

88 

GLUCOSE- 6 -PHOSPHATE 1- DEHYDROGENASE, CYTOPLASMIC ISOFORM 
(G6PD) >gi|2129985|pir| IS60287 glucose-6-phosphate 
1-dehydrogenase (EC 1.1.1.49) - potato 
>gi | 471345 | emb | CAA52442 | (X74421) glucose-6-phosphate 
1-dehydrogenase [Solanum tuberosum] 

194541 

14385JL.R1039 

LIB3135-050-Q1-K1-F10 

BLASTX 

g!710076 

273 

4.0e-24 

71 

75 

REHYDRIN HOMOLOG (DORMANCY -ASSOC I AT ED PROTEIN PBS128) 
>gi|82340|pir| IS22499 hypothetical protein - chess 
bromegrass (fragment) >gi 1 17 932 | emb | CAA44884 | (X63202) ORF 
[Bromus secalinus] 



Seq. No. 


194542 


Contig ID 


14401 1.R1039 


5' -most EST 


LIB3166-038-P1-K1-G7 


Method 


BLASTX 


NCBI GI 


g4567251 


BLAST score 


600 


E value 


5.0e-62 


Match length 


145 


% identity 


77 


NCBI Description 


(AC007070) unknown protein 


Seq. No. 


194543 


Contig ID 


14410 1.R1039 


5 '-most EST 


LIB3189-048-P1-K1-G11 


Method 


BLASTX 


NCBI GI 


gl917019 


BLAST score 


977 


E value 


1.0e-106 


Match length 


248 


% identity 


78 


NCBI Description 


(U92045) ribosomal protein 


Seq. No. 


194544 


Contig ID 


14416 1.R1039 


5' -most EST 


LIB3135-013-Q1-K1-C5 



26162 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl361019 

247 

4.0e-21 

125 

43 

probable tagatose 1, 6-bisphosphate aldolase gatY - 
Escherichia coli (strain EC3132) >gi | 599738 | emb 1 CAA56226 | 
(X7 9837) unknown function [Escherichia coli] 
>gi 1 1096946 | prf | | 2113201A carbohydrate phosphotransferase 
II [Escherichia coli] 



Seq. No. 


194340 


L/Oncig id 


1 A A 1 H 1 D 1 Pi *3 Q 

1441 / 1 . KlUJy 


o most Do! 




Method 


BLASTX 


NCBI GI 


g4490292 


BLAST score 


a o i 

627 


E value 


3 . Oe-65 


Match length 


146 


% identity 


84 


NCBI Description 


(AL035678) putative protein 


Seq. No. 


194546 


Contig ID 


14417 2.R1039 


o -most EST 


gb04ol / b 


Method 


BLASTX 


NCBI GI 


g4490292 ' 


BLAST score 


905 


E value 


1. Oe-97 


Match length 


228 


% identity 


78 


NCBI Description 


(AL035678) putative protein 


Seq. No. 


194547 


Contig ID 


14418_1.R1039 


o -most EST 


TTOOOTO A1 O nl Vl TTl 1 

LIBoz /z-Olz-Pl-Kl-Hll 


Method 


BLASTX 


NCBI GI 


g2463569 


rsjjiioi score 


1 OCT 

1ZO / 


E value 


1.0e-139 


Match length 


275 


% identity 


86 


NCBI Description 


(AB007503) squalene synthas 


Seq. No. 


194548 


Contig ID 


14418 2.R1039 


5* -most EST 


LIB3166-019-P1-K1-H7 


Method 


BLASTX 


NCBI GI 


g2463569 


BLAST score 


535 


E value 


1.0e-82 


Match length 


226 


% identity 


71 


NCBI Description 


(AB007503) squalene synthas 


Seq. No. 


194549 



26153 



uonrig ijj 


-\ A A 0 A 1 D1 n*5Q 


o most Jtiioi 


LiDJijj uio yi rvi ui 




JdJ_lH.O 1 a 


NCBI GI 


g2464852 


BLAST score 


309 


E value 




L w iaT_cn xeny i_n 


1 1 A 


% identity 


56 


NCBI Description 


(Z99707) putative protein [Arabidops 


oeq« mo. 


i oa c;c:n 


oonrxg xu 


X4 4oX l.KlUoy 


o — mosc bo J. 


XiXtSoX4o — U X3~ Ul 


oeq. jno • 




Lontig xu 


1/1/1 *30 1 D1 A"5Q 


O IllUot. Hoi 


T TR^1 ^ — 0^9—01 -K1 — PQ 


i v ieT.noa. 


oJ_ii-iO 1 IN 




y<i.O-?o / jo 


BLAST score 


146 


E value 


4.0e-76 


Match length 


one; 


^ identity 




NCBI Description 


Pisum sativum, mitochondrial tRNA-Gly 




sequences 


Seq. No. 


i riyi ceo 


Contig ID 


-1/4/1-)/" i ni no a 

14436 1.R1039 


o -itiost hibi 


Llboloo— UI o—Ql— J\l— r ±U 


Method 




NUrsl CjI 


g4o44oyy 


BLAST score 


492 


E value 


1.0e-49 


Match length 


1 / U 


% identity 


DD 


NCBI Description 


(ALUu /U4 / ; putative Deta-Keroacyi— uoj 




tnalianaj 


Seq. No. 


194553 


Contig ID 


14440 1.R1U39 


C f _rn "COT 1 




Mernoct 


BltAblX 


NCBI GI 


g927428 


BLAST score 


1085 


E value 


i . ue— ii y 


Match length 


o a n 


% identity 


o o 


NCBI Description 


(Xod733) risl [Lxnum usitatissimum] 


Seq. No. 


194554 


Contig ID 


14445 1.R1039 


o most jIjo l 


T TR^979-091 —Pi — W 1 -HQ 


Method 


BLASTX 


NCBI GI 


g2827528 


BLAST score 


215 


E value 


4.0e-17 


Match length 


117 



26164 



% identity 




NCBI Description 


(AL021633) predicted protein [Arabidopsis thaliana] 


Seq. No, 




Contig ID 


"\ A A AH 1 D 1 fl *3 Q 

14 4 4/ I . Kluo9 


o — most, tjoi 


t tr^i 7c;_ni t_ m — eh — p9 




DlxriO UN 


NCBI GI 


gl2614 


BLAST score 


352 


E value 


a a _i_ a a 

u . ue+uu 


Match lengtn 


O / 1 


% identity 


a i 

91 


NCBI Description 


L.esculentum genes for tRNA Asn and tRNA Tyr 


Seq. No. 


i a a c c /C 
194oOO 


uontig ID 


i yi /I £ n i ni H'JQ 
1440U l.KlUoy 


0 IUOSl CjOI 


T TR^1 J 4Q_n^7 — Pil — PT1 — TTQ 


Tuffs +• V% /—J 




NCBI GI 


g3237190 


BLAST score 


224 


E value 


A A« 1 O 


*i yr _ j_ T w ...ill. 

Match lengtn 


oo 


% identity 


51 


NCBI Description 


(AB014760) cystein proteinase inhibitor [Cucumis sativus] 


Seq. No. 


194557 


Contig ID 


14451_1.R1039 


o -most EST 


LIBol4 /-U19-Q1-K1-G9 


Method 


BLAb TX 


NCBI GI 


gl351359 


BLAST score 


O A 1 

291 


E value 


C A rt OC 

o . ue-^o 


Match length 


69 


% identity 


71 


NCBI Description 


UBIQUINOL-CYTOCHROME C REDUCTASE COMPLEX 7.8 KD PROTEIN 




(MITOCHONDRIAL HINGE PROTEIN) (CR/) >gi | 1U / 1 /oo | pir | | S4d o9U 




ubiquinol — cytochrome -c reductase (EC 1.10.2.2) UK protein 




— potato >gi 1 4i oo / iz \ emo | laaooo ou i (A/yz/o; 




ubiquinol — cytochrome c reductase [Solanum tuberosum] 


Seq. No. 


194558 


Contig ID 


14451_2 .R1039 


o -most EST 


goU4oUoz 


Method 




NCBI GI 


-i 'jri OCA 

gl351359 


BLAST score 


294 


E value 




Match length 


A 

o9 


% identity 


74 


NCBI Description 


UBIQUINOL-CYTOCHROME C REDUCTASE COMPLEX 7 . 8 KD PROTEIN 




(MITOCHONDRIAL HINGE PROTEIN) (CR7) >gi | 1071788 | pir | | S48690 




itIat i^ti n* n^l t4- /-v/-*Vv y /*\tti iQt z"' yDHn/*""!" 2 ( T 1 A 0 O \ 1 1 rcr^t" di n 

LtlJXt^U.XIiL? J. v— y L 111. (JILlfci O It;UUL.LaoC \ HiV^ X.±U.Z..^y p>JL(JLc;-LXl 




- potato >gi| 488712 |emb|CAA558 60 | (X79273) 




ubiquinol — cytochrome c reductase [Solanum tuberosum] 


Seq. No. 


194559 


Contig ID 


14453_1.R1039 



26165 



5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-gsronu33B160c08bl 
194560 

14457JL.R1039 
LIB3135-041-Q1-K1-A2 

194561 

14478_1.R1039 

uC-gsronu33B155d06b2 

BLASTX 

g3334244 

724 

1.0e-76 

174 

77 

LACTOYLGLUTATHIONE LYASE {METHYLGLYOXALASE ) 
(ALDOKETOMUTASE) (GLYOXALASE I) (GLX I) (KETONE-ALDEHYDE 
MUTASE) (S-D-LACTOYLGLUTATHIONE METHYLGLYOXAL LYASE) 
>gi|2113825|emb|CAA73691| (Y13239) Glyoxalase I [Brassica 
juncea] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194562 

14478_2.R1039 

LIB3135-028-Q1-K1-F1 

BLASTX 

g4127862 

325 

4.0e-30 

78 

77 

(AJ010423) glyoxalase 



I [Glycine max] 



194563 

14480_1.R1039 

uC-gsf lmaxxa07 6c0 6bl 

BLASTX 

gl653702 

199 

4.0e-15 

176 
41 

(D90915) dihydrolipoamide acetyltransf erase component 
of pyruvate dehydrogenase complex [Synechocystis sp.] 



(E2) 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194564 
14481JL 
LIB3166 
BLASTX 
g4558672 
188 

3.0e-14 

53 
68 

(AC007063) 
thaliana] 



R1039 

047-P1-K1-D12 



putative 1, 3-beta-D-glucan synthase [Arabidopsi 



Seq. No. 



194565 



26166 



Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14490_1.R1039 

LIB3135-014-Q1-K1-C9 

BLASTX 

gl362078 

520 

1.0e-52 

157 

59 

endo-1, 4-beta-D-glucanase, xyloglucan-specif ic (clone NXG1) 
- common nasturtium >gi | 311835 | emb | CAA4 8324 | (X68254) 
cellulase [Tropaeolum raajus] 



Seq. No. 


194566 


Contig ID 


14492JL.R1039 


5 ' -most EST 


uC-gsf lnu33B056gllbl 


Seq. No. 


194567 


Contig ID 


14493JL.R1039 


5 ' -most EST 


LIB3135-023-Q1-K1-B6 


Method 


BLASTN 


NCBI ' GI 


g871468 


BLAST score 


97 


E value 


6. Oe-47 


Match length 


452 


% identity 


89 


NCBI Description 


H.annuus mitochondrion genes 


Seq. No. 


194568 


Contig ID 


14494_1.R1039 


5 '-most EST 


uC-gsflnu33B080d06bl 


Seq. No. 


194569 


Contig ID 


14496_1.R1039 


5 '-most EST 


LIB3135-014-Q1-K1-D8 


Seq. No. 


194570 


Contig ID 


14503_1 .R1039 


5 '-most EST 


uC-gsflnu33B142b05bl 


Metnod 


BLASTX 


NCBI GI 


g3738323 


BLAST score 


384 


E value 


3.0e-37 


Match length 


96 


% identity 


72 


NCBI Description 


(AC005170) hypothetical prot 


Seq. No. 


194571 


Contig ID 


14507 1.R1039 


5 '-most EST 


LIB3146-047-Q1-K1-F2 


Method 


BLASTX 


NCBI GI 


gl063684 


BLAST score 


247 


E value 


4.0e-21 


Match length 


75 


% identity 


65 


NCBI Description 


(U39072) AtGRP2b [Arabidopsi 



26167 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194572 

14527J..R1039 

LIB3166-015-P1-K1-F4 

BLASTX 

g4210332 

922 

1.0e-116 

405 
61 

(AJ223803) 2-oxoglutarate dehydrogenase E2 subunit 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



194573 

14535_1.R1039 
LIB3146-033-Q1-K1-C5 



Seq. No. 
Contig ID 
5 '-most EST 



194574 

14537_1.R1039 
LIB3272-030-P1-K1-D6 



Seq. No. 
Contig ID 
5 '-most EST 



194575 

14538JL.R1039 
LIB3135-018-Q1-K1-A12 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194576 

14544JL.R1039 

LIB3135-018-Q1-K1-A9 

BLASTX 

gl703446 

438 

2.0e-43 

135 

67 

L - AS PARAG I NAS E (L-ASPARAGINE AMIDOHYDROLASE) 

>gi 1 1076292 Ipir | [ S53127 asparaginase - Arabidopsis thaliana 

>gi| 735918 | emb | CAA84367 | (Z34884) asparaginase [Arabidopsis 

thaliana] 



Seq, No. 
Contig ID 
5 '-most EST 



194577 

14547_1.R1039 
LIB3148-051-Q1-K1-G4 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194578 

14548JL.R1039 

LIB3196-006-P1-M1-B3 

BLASTX 

g2924781 

930 

1.0e-100 

229 

74 

(AC002334) 
thaliana] 



putative cellulose synthase [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 



194579 

14553J..R1039 
uC-gsflmaxxa003d!2bl 



26168 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4006932 

170 

7.0e-12 

131 
39 

(AJ011400) NADH: ubiquinone oxidoreductase bl7.2 subunit 
[Bos taurus] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194580 

14556_1.R1039 

LIB3197-026-Q1-M1-C3 

BLASTX 

g461812 

164 

5.0e-14 

101 

46 

CYTOCHROME P450 72 (CYPLXXII) (PROBABLE 

GERANIOL- 10 -HYDROXYLASE) (GE10H) >gi 1167484 (L10081) 

Cytochrome P-450 protein [Catharanthus roseus] 

>gi| 445604 |prf | I1909351A cytochrome P450 [Catharanthus 

roseus] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



194581 

14557_1.R1039 

LIB3135-028-Q1-K1-G8 

BLASTX 

g3861189 

272 

8.0e-24 

115 

50 

(AJ235272) 50S RIBOSOMAL PROTEIN L14 
prowazekii] 



(rplN) [Rickettsia 



194582 

14564_1.R1039 

LIB3135-018-Q1-K1-D1 

BLASTX 

g2708314 

371 

2.0e-35 

189 

30 

(AF027727) protein disulfide isomerase RB60 [Chlamydomonas 
reinhardtii] >gi 14104541 (AF036939) protein disulfide 
isomerase [Chlamydomonas reinhardtii] 

194583 

14570_1.R1039 

LIB3135-018-Q1-K1-D4 

BLASTX 

g3236253 

705 

1.0e-74 

155 



26169 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



85 

(AC004684) receptor-like protein kinase [Arabidopsis 
thaliana] 

194584 

14575JL.R1039 

LIB3135-018-Q1-K1-E11 

BLASTX 

g2880051 

148 

2.0e-09 

44 

64 

(AC002340) putative protein kinase [Arabidopsis thaliana] 
194585 

14576_1.R1039 
LIB3135-018-Q1-K1-E12 

194586 

14579_2.R1039 
uC-gsronu33B027a04bl 

194587 

14590_1.R1039 

g5047794 

BLASTX 

g2501494 

173 

4.0e-21 

147 

40 

FLAVONOL 3-0-GLUCOSYLTRANSFERASE 5 (UDP-GLUCOSE FLAVONOID 
3-O-GLUCOSYLTRANSFERASE 5) >gi | 542015 | pir | | S41951 
UTP-glucose glucosyltransf erase - cassava 
>gi|453249|emb|CAA54612| (X77462) UTP-glucose 
glucosyltransferase [Manihot esculenta] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



194588 

14592JL.R1039 

LIB3135-018-Q1-K1-F8 

BLASTX 

g3128180 

447 

2.0e-44 

96 

86 

(AC004521) citrate synthetase 
194589 

14594JL.R1039 

g5044658 

BLASTX 

g3033396 

304 

2.0e-27 
99 



[Arabidopsis thaliana] 



26170 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most ETST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55 

(AC004238) unknown protein [Arabidopsis thaliana] 
194590 

14596JL.R1039 

LIB3135-018-Q1-K1-G12 

BLASTX 

g!170949 

562 

6.0e-58 

149 

68 

SERINE /THREONINE- PROTEIN KINASE MHK >gi | 4 81207 | pir | IS38327 
protein kinase - Arabidopsis thaliana >gi 1166811 (L07249) 
protein kinase [Arabidopsis thaliana] 

194591 

14601J..R1039 
uC-gsronu33B021g04bl 

194592 

14602_1.R1039 

LIB3135-018-Q1-K1-G9 

BLASTX 

g4580397 

155 

2.0e-12 

128 

37 

(AC007171) putative RNA helicase [Arabidopsis thaliana] 
194593 

14610JL.R1039 

LIB3147-052-Q1-K1-D5 

BLASTX 

g3687243 

236 

9.0e-20 

61 

77 

(AC005169) putative ribosomal protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194594 

14628_1.R1039 
LIB3146-008-Q1-K1-A2 

194595 

14632JL.R1039 

LIB3189-015-P1-K1-H3 

BLASTX 

g4558665 

625 

4.0e-65 

213 

66 

(AC007063) putative white protein [Arabidopsis thaliana] 



26171 



Seq. No. 


194596 




Contig ID 


14 635_1 


R1039 


o most. jcjoI 




_m q_ai —T^i _r i q 
U 1 ^ al uy 




194597 




uoncig iu 


14637 1. 


R1039 


0 IIIOSU HiOl 


LIB3135- 


-013-Q1-K1-D10 


Seq. No. 


194598 






14637 2. 


R1039 


O IUOSL lijOl 


uC-gsronu33B107el2bl 


lit? L-liwvJ. 


BLASTX 




NCBI GI 


gl69080 




BLAST score 


555 




E value 


6.0e-57 




Match length 


155 




% identity 


65 




NCBI Description 


(M18250) 


disease resis 



resistance gene [Pisum sativum] 



Seq. No. 


194599 




Contig ID 


14639 1.R1039 




5' -most EST 


LIB3166-052-P1-K1- 


-D4 


Method 


BLASTX 




NCBI GI 


g4165323 




BLAST score 


776 




E value 


1.0e-82 




Match length 


160 




% identity 


91 




NCBI Description 


(AB022442) p-type 


H+-ATPase 


Seq. No. 


194600 




Contig ID 


14648 1.R1039 




5' -most EST 


LIB3272-028-P1-K1- 


-E2 


Seq. No. 


194601 




Contig ID 


14652 1.R1039 




5' -most EST 


LIB3148-059-Q1-K1- 


-Gil 


Method 


BLASTX 




NCBI GI 


gl495251 




BLAST score 


961 




E value 


1.0e-104 




Match length 


272 




% identity 


69 




NCBI Description 


(Z70314) heat-shock protein 


Seq. No. 


194602 




Contig ID 


14657 1.R1039 




5' -most EST 


LIB3135-019-Q1-K1- 


■F7 


Seq. No. 


194603 




Contig ID 


14658 1.R1039 




5' -most EST 


LIB3147-036-Q1-K1- 


-E5 


Method 


BLASTX 




NCBI GI 


g266972 





26172 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204 

6.0e-16 

54 
65 

40S RIBOSOMAL PROTEIN S29 >gi I 631884 I pir | | S30298 ribosomal 
protein S29 - rat >gi 1 1362934 | pir | | S55919 ribosomal protein 
S29 - human >gi | 57133 | emb | CAA41778 | (X59051) ribosomal 
protein S2 9 [Rattus norvegicus] >gi|550027 (U14973) 
ribosomal protein S29 [Homo sapiens] >gi 11220361 (L31610) 
homologous to antisense sequence of krev-1, anti oncogene 
[Homo sapiens] >gi 11220418 (L31609) S29 ribosomal protein 
[Mus musculus] >gi | 1513230 (U66372) ribosomal protein S29 
[Bos taurus] >gi | 1096945 | prf | | 2113200H ribosomal protein 
S29 [Homo sapiens] >gi | 4506717 | ref | NP_001023 . 1 1 pRPS29 | 
ribosomal protein S29 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194604 

14658_3.R1039 

LIB3165-050-Q1-K1-F10 

BLASTX 

g266972 

204 

5.0e-16 

54 

65 

40S RIBOSOMAL PROTEIN S29 >gi | 631884 | pir | | S30298 ribosomal 
protein S29 - rat >gi 1 1362934 |pir I I S55919 ribosomal protein 
S29 - human >gi | 57133 1 emb | CAA41778 | (X59051) ribosomal 
protein S29 [Rattus norvegicus] >gi 1550027 (U14973) 
ribosomal protein S29 [Homo sapiens] >gi 11220361 (L31610) 
homologous to antisense sequence of krev-1, anti oncogene 
[Homo sapiens] >gi 11220418 (L31609) S29 ribosomal protein 
[Mus musculus] >gi 11513230 (U66372) ribosomal protein S29 
[Bos taurus] >gi | 1096945 | prf | | 2113200H ribosomal protein 
S29 [Homo sapiens] >gi | 4506717 | ref | NP_001023 • 1 1 pRPS29 | 
ribosomal protein S29 



Seq. No. 


194605 


Contig ID 


14669 1.R1039 


5' -most EST 


LIB3135-019-Q1-K1-H1 


Method 


BLASTX 


NCBI GI 


gl350930 


BLAST score 


730 


E value 


3.0e-77 


Match length 


150 


% identity 


95 


NCBI Description 


4 OS RIBOSOMAL PROTEIN S13 


Seq. No. 


194606 


Contig ID 


14670 1.R1039 


5' -most EST 


LIB3135-019-Q1-K1-H12 


Method 


BLASTX 


NCBI GI 


g3150407 


BLAST score 


268 


E value 


2.0e-23 


Match length 


73 


% identity 


75 



26173 



NCBI Description 



(AC004165) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194607 

14677_1.R1039 

g5045993 

BLASTX 

g2982268 

488 

5.0e-49 

106 

91 

(AF051217) probable 40S ribosomal protein S15 [Picea 
mariana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



.R1039 

-041-P1-M1-B11 



194608 
14 685_1. 
LIB3196- 
BLASTX 
g4240116 
1154 

1.0e-127 

276 

79 

(AB007799) NADH- cytochrome b5 reductase [Arabidopsis 
thaliana] >gi | 4240118 | db j | BAA7 4838 | (AB007800) 
NADH- cytochrome b5 reductase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



194609 

14688__1.R1039 
LIB3272-029-P1-K1-G11 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194610 

14694JL.R1039 

uC-gsronu33B044fllbl 

BLASTX 

gl363492 

634 

4.0e-66 

131 

88 

outer envelope membrane protein OEP75 precursor - garden 
pea >gi | 576507 (L36858) outer membrane protein [Pisum 
sativum] >gi | 633607 | emb | CAA58720 | (X83767) chloroplastic 
outer envelope membrane protein (OEP75) 1 [Pisjum sativum] 

194611 

14696JL.R1039 

LIB3166-047-P1-K1-D2 

BLASTX 

g3128228 

648 

6.0e-68 

134 

90 

(AC004077) 
thaliana] 



putative ribosomal protein L18A [Arabidopsis 
>gi 1 3337376 (AC004481) putative ribosomal protein 



L18A [Arabidopsis thaliana] 



26174 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194612 

14699_1.R1039 

LIB3135-020-Q1-K1-C9 

BLASTX 

gl429226 

229 

1.0e-18 

46 

91 

(X98861) TFIIA [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



194613 

14706_1.R1039 
uC-gsronu33B157c08bl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194614 

14710_1.R1039 

uC-gsronu33B134d06bl 

BLASTN 

g3869075 

66 

2.0e-28 

273 

81 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MXK3, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq, No. 


194615 


Contig ID 


14716 1.R1039 


5' -most EST 


LIB3147-008-Q1-K1-D7 


Seq. No. 


194616 


Contig ID 


14730 1.R1039 


5' -most EST 


LIB3272-044-P1-K1-D2 


Method 


BLASTX 


NCBI GI 


g2160166 


BLAST score 


1302 


E value 


1.0e-144 


Match length 


436 


% identity 


60 


NCBI Description 


(AC000132) No definition line found [Arabidopsis thali 


Seq. No. 


194617 


Contig ID 


14731 1.R1039 


5 '-most EST 


g3326101 


Method 


BLASTX 


NCBI GI 


g4191788 


BLAST score 


521 


E value 


9.0e-54 


Match length 


191 


% identity 


60 


NCBI Description 


(AC005917 ) putative 1-aminocyclopropane-l-carboxylate 


oxidase [Arabidopsis thaliana] 


Seq. No. 


194618 


Contig ID- 


14732JL.R1039 



26175 



R i _Tno,c:+- V^T 
D IUOSL uul 


T,TR^?7?-n41 -PI -K1-G2 


\A /~\ 4- Vt 

JXietllvJCl 




NCBI GI 


g3608140 


BLAST score 


249 


E value 


c fto-9 1 

o * ue £ i 


jyia ccn iengi.ii 


1 

Xj j 


% identity 


Q 


NCBI Description 


tAuuuoJi4j unjcnown prorexn 


Seq. 'No. 




Contig ID 




O IUOS L iliOl 


gou ou^^ 


LYieT-nou 




JNUdI bl 


g*± o j yo s3u 


BLAST score 


558 


E value 


5.0e-57 


l/iai-cn lengtii 




% identity 




NCBI Description 


tAJjUooo/yj putative recept. 




[Arabidopsis t ha liana] 


beq. No. 




Contig ID 


14 / JO 1 . K1U j y 


o —mosr. iiioi 


JjIDjIO ? UUj rl I\l ro 


L. J. J.vJ(-l 




NCBI GI 


g2129581 


BLAST score 


1132 


E value 


1.0e-124 


Match length 


258 


% identity 


86 



NCBI Description 



envelope Ca2+-ATPase precursor - Arabidopsis thaliana 
>gi| 471089 | dbj |BAA03091| (D13984) chloroplast envelope 
Ca2+-ATPase precursor [Arabidopsis thaliana] 
>gi|4165448|emb|CAA49558| (X69940) envelope Ca2+-ATPase 
[Arabidopsis thaliana] 



Seq. No. 


194621 


Contig ID 


14741 1.R1039 


5' -most EST 


LIB3145-011-Q1-K1-E6 


Method 


BLASTX 


NCBI GI 


g2695711 


BLAST score 


436 


E value 


7.0e-43 


Match length 


134 


% identity 


59 


NCBI Description 


(AJ001370) cytochome b5 


Seq. No. 


194622 


Contig ID 


14742 1.R1039 


5' -most EST 


LIB3135-021-Q1-K1-A10 


Method 


BLASTX 


NCBI GI 


g2911044 


BLAST score 


369 


E value 


4.0e-35 


Match length 


118 


% identity 


60 


NCBI Description 


(AL021961) putative prot 



[Olea europaea] 



26176 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq . No . 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194623 

14744_1.R1039 

uC-gs f ImaxxaO 6 9e0 3bl 

BLASTX 

g2852640 

214 

2.0e-16 

176 
39 

(AF007157) unknown [Homo sapiens] 
194624 

14745JL.R1039 

LIB3135-028-Q1-K1-A5 

BLASTX 

g3036798 

155 

3.0e-10 

131 

37 

(AL022373) putative protein [Arafoidopsis thaliana] 
>gi|3805860|emb|CAA21480| (AL031986) putative protein 
[Arabidopsis thaliana] 

194625 

14752JL.R1039 
g3293387 

194626 

14754JL.R1039 

uC-gsronu33B103e!0bl 

BLASTX 

gll73043 

251 

2.0e-21 

69 

75 

60S RIBOSOMAL PROTEIN L38 >gi | 479441 | pir | | S33899 ribosor 
protein L38 - tomato (cv. Moneymaker) 

>gi|313027|emb|CAA49599| (X69979) ribosomal protein L38 
[Lycopersicon esculentum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



194627 

14765_1.R1039 

LIB3147-038-Q1-K2-A6 

BLASTX 

g4027895 

589 

7.0e-61 

136 
76 

(AF049352) alpha-expansin precursor 
194628 

14765_2.R1039 
LIB3149-029-Q1-K1-A1 



[Nicotiana tabacum] 



26177 







NCBI GI 


gl040877 


BLAST score 


701 


TP TTa 1 no 




L v Ici Loll -LtJIly LI1 


1 J o 


^ identity 




jnuidi Description 


^UjU4ouj expaiisin oz precursor [^tu 


beg. WO. 


l y 4 oz y 


uontig 1JJ 


14t / D / 1*±\.1U0-? 


3 IUOS L rjOl 


y j ddj .7 




DJ_irl.O ± z\. 


"KIPPT PT 
LNO.D1 ol 




BLAST score 


495 


E value 


2.0e-85 


TuT -- ^ 4^ r> t\ 1 / 1 1 V\ 

riaccn lenyun 




■O id^nticy 


O J 


MOTS T T^£i o r*i t~\+- "t /~\-r\ 

jNuoi Description 


UjjyjDj pnospna tiayiinosiT-oi ^ j 




unanana j 


beg. wo. 




contig id 


1 AH £ G 1 D1 

14 / oy i . Kiu oy 


0 IHOSt CjOX 


T TR*^1^R-fl91 — HI —1^1 — PQ 
LIdjIjj UZ1 ylM 




J_)±jiT.O 


NCBI GI 


g3850778 


BLAST score 


445 


E value 


*± * ue 4 4 


Match length 


lUO 


% identity 


79 


NCBI Description 


(Y18346) gluaredoxin [Lycopersicon 


beg* wo. 




uontig id 


1 All A 1 D1 OQQ 

14 / M 1 . K1UO y 


o -most &bi 


T TD'JOT) f|1 Q n1 "[V"1 AO 


beg. wo. 


ly^Doz 


oontig id 


14 / / y i . kiu o y 


C T rri p. <-,f- PCT 1 

0 IllOSt box 


gou4o^4 y 




dt 2iQTV 
iOlirib 1 A 


WUbl tal 


gi dzu yo o 


BLAST score 


291 


E value 


1.0e-28 


Match length 


OA 

y 4 


^ iu.enr.iuy 


/ D 


MPT5 X F\» ^/*i*yi i /-sri 
UcbOlipilUIl 






plumbaginif olia] 


beg. wo. 


iy4 bJj 


uontig id 


14 /o4 1 . KIU jy 


o mos l jiibx 


ySriillljJDljOaUjDl 


jyie tnoa 


iOJUfib I A 






BLAST score 


259 


E value 


2.0e-22 


Match length 


69 


% identity 


77 


NCBI Description 


60S RIBOSOMAL PROTEIN L38 >gi|4794- 



kinase; PI4K [Arabidopsis 



[Nicotiana 



|pir||S33899 ribosomal 



26178 



# 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



protein L38 - tomato (cv. Moneymaker) 

>gi I 313027 | emb | CAA4 9599 | (X69979) ribosomal protein L38 
[Lycopersicon esculentum] 

194634 

14784_2.R1039 

LIB3147-043-Q1-K1-B3 

BLASTX 

gll73043 

308 

5.0e-28 

65 

92 

60S RIBOSOMAL PROTEIN L38 >gi | 479441 ipir | | S33899 ribosomal 
protein L38 - tomato (cv. Moneymaker) 

>gi| 313027 | emb | CAA4 9599 | (X69979) ribosomal protein L38 
[Lycopersicon esculentum] 



Seq. No. 


194635 








Contig ID 


14791 1. 


R1039 






5 '-most EST 


LIB3146- 


046-Q1 


-Kl 


-H10 


Seq. No. 


194636 








Contig ID 


14794 1. 


R1039 






5' -most EST 


LIB3135- 


021-Q1 


-Kl 


-F7 


Seq. No. 


194637 








Contig ID 


14803 1. 


R1039 






5 '-most EST 


LIB3135- 


021-Q1 


-Kl 


-G6 


Method 


BLASTX 








NCBI GI 


g294668 








BLAST score 


455 








E value 


2.0e-45 








Match length 


93 








% identity 


95 








NCBI Description 


(L13242) 


beta- 


ketoacyl 


Seq. No. 


194638 








Contig ID 


14807 1. 


R1039 






5' -most EST 


LIB3135- 


021-Q1 


-Kl 


-H12 


Method 


BLASTX 








NCBI GI 


gl352461 






BLAST score 


540 








E value 


2.0e-55 








Match length 


130 








% identity 


80 








NCBI Description 


IN2-2 PROTEIN 






Seq. No. 


194639 








Contig ID 


14817 1. 


R1039 






5' -most EST 


LIB3135- 


022-Q1 


-Kl 


-A5 


Seq. No. 


194640 








Contig ID 


14822 1. 


R1039 






5 '-most EST 


LIB3135- 


045-Q1 


-Kl- 


-B12 


Seq. No. 


194641 









26179 



contig id 


14o^y l.KlUoy 


0 ItlOSu £jo1 


Lirsjioo u^i J\i do 


Tut 4— V* /-\ /J 


OltriO 1 A 


NCBI GI 


g3367594 


BLAST score 


435 


E value 


A n yi *a 

4 . ue~4 J 


jyiaucn lengun 


lft u 


% identity 


oU 


NCBI Description 


i/iijUoiiooj pucauive ] 


Seq. No. 


iy 4 D4Z 


Contig ID 




C T _ — —4- TP CP 


Lilri>5iy O — Ul 0— Jr 1 — 1X1.1 — r y 


fie unoa 


Oi_lB.O 1 A 






BLAST score 


191 


E value 


4.0e-14 


Match length 


162 


% identity 


34 


NCBI Description 


(AC004393) Contains 



from Limulus polyphemus. ESTs gb|T04493 and gb|AA585955 
come from this gene. [Arabidopsis thaliana] 

Seq. No. 194643 

Contig ID 14839JL .R1039 

5' -most EST LIB3135-052-Q1-K1-D11 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST - 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



194644 

14842JL.R1039 
LIB3146-027-Q1-K1-H2 

194645 

14847_1.R1039 
uC-gsronu33B012dl0bl 

194646 

14851JL.R1039 

g5048078 

BLASTX 

gl345975 

656 

9.0e-69 

132 

87 

OMEGA- 3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 
>gi| 1084421 | pir | IJC2555 omega-3 fatty acid desaturase - 
Common tobacco (cv. SRI) >gi | 599592 | dbj | BAA05515 I (D26509) 
microsomal omega-3 acid desaturase [Nicotiana tabacum] 

194647 

14853JL.R1039 

LIB3135-022-Q1-K1-E4 

BLASTX 

g4262250 

678 

3.0e-71 
148 



26180 



% identity 

NCBI Description 

Seq. No. 
Contig ID 
5* -most EST 

Seq. .No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



86 

(AC006200) 



putative aldolase [Arabidopsis thaliana] 



194648 

14857JL.R1039 
LIB3135-022-Q1-K1-E8 

194649 

14858JL.R1039 

uC-gsflnu33B109d01bl 

BLASTX 

g3738283 _ 

402 

5.0e-39 

82 

85 

(AC005309) unknown protein [Arabidopsis thaliana] 
194650 

14877_1.R1039 
uC-gsflmaxxa004h03bl 

194651 

14878_1.R1039 

g5046622 

BLASTX 

g4455256 

834 

1.0e-89 

206 
73 

(AL035523) protein-methionine-S-oxide reductase 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



194652 

14879JL.R1039 

LIB3272-036-P1-K1-E6 

BLASTX 

g4204313 

203 

2.0e-15 

129 

41 

(AC003027) lcl|prt_seq No definition line found 
[Arabidopsis thaliana] 

194653 

14900JL.R1039 
LIB3147-035-Q1-K1-H8 

194654 

14902_1.R1039 

LIB3135-023-Q1-K1-B9 

BLASTX 

g2511541 

629 

8.0e-66 



26181 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139 
88 

(AF020787) 



DNA-binding protein GBP16 [Oryza sativa] 



194655 

14904JL.R1039 

LIB3165-057-P1-K1-E4 

BLASTX 

gl34892 

284 

1.0e-46 

164 
63 

SIGNAL RECOGNITION PARTICLE RECEPTOR ALPHA SUBUNIT 

(SR-ALPHA) (DOCKING PROTEIN ALPHA) (DP-ALPHA) 

>gi I 88607 |pir | | A29440 signal recognition particle receptor 

- human >gi | 30866 | emb | CAA2 9608 | (X06272) docking protein 
[Homo sapiens] >gi | 4507223 | ref | NP_003130 . 1 | pSRPRI signal 
recognition particle receptor ('docking protein') 

194656 

14904_2.R1039 

LIB3149-035-Q1-K1-G6 

BLASTX 

g!34892 

550 

1.0e-58 

219 
58 

SIGNAL RECOGNITION PARTICLE RECEPTOR ALPHA SUBUNIT 

(SR-ALPHA) (DOCKING PROTEIN ALPHA) (DP-ALPHA) 

>gi|88607 |pir| IA29440 signal recognition particle receptor 

- human >gi | 30866 1 emb | CAA2 9608 | (X06272) docking protein 
[Homo sapiens] >gi | 4507223 | ref | NPJD03130 . 1 | pSRPRI signal 
recognition particle receptor ('docking protein') 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



194657 

14922J..R1039 
uC-gsronu33B147f06bl 

194658 

14936J..R1039 
LIB3135-023-Q1-K1-G8 

194659 

14943_1.R1039 
LIB3135-023-Q1-K1-H6 

194660 

14950_1.R1039 
LIB3135-024-Q1-K1-A2 

194661 

14952__1.R1039 
LIB3135-024-Q1-K1-A8 



Seq. No. 



194662 



26182 



0 



Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



14958_2.R1039 
LIB3145-035-Q1-K1-C7 

194663 

14968_1.R1039 

LIB3135-024-Q1-K1-C10 

BLASTX 

g2558654 

442 

8.0e-44 

157 

57 

(AC002354) No definition line found [Arabidopsis thaliana] 
194664 

14971_1.R1039 
LIB3146-038-P1-K1-D4 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194665 

14978_1.R1039 

uC-gsronu33B116dl2bl 

BLASTX 

g!890281 

440 

3.0e-43 

213 

18 

(U89984) transformation-sensitive protein homolog 
[Acanthamoeba castellanii] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



194666 

14984_1.R1039 

LIB3135-024-Q1-K1-D6 

BLASTX 

g2501231 

422 

2.0e-61 

187 

62 

HYPOTHETICAL 38.1 KD PROTEIN >gi | 99505 | pir | | S24 930 
hypothetical protein - pink corydalis 
>gi|18258|emb|CAA45139| (X63595) protein of unknown 
function [Corydalis sempervirens] >gi | 444333 | prf | ( 1906382A 
pCSC71 protein [Corydalis sempervirens] 

194667 

14985_1.R1039 
LIB3272-019-P1-K1-E8 

194668 

14990_1.R1039 

LIB3135-024-Q1-K1-E3 

BLASTX 

g3297819 

546 

6.0e-56 
162 



26183 



% identity 

NCBI Description 



65 

(AL031032) protein kinase 
thaliana] 



like protein [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 T -most EST 
Method 
NCBI GI 



194669 

14996_1.R1039 

LIB3148-055-Q1-K1-H12 

BLASTN 

g2351063 

34 

2.0e-09 

140 

89 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MCL19, complete sequence [Arabidopsis thaliana] 

194670 

14997_1.R1039 

LIB3147-038-Q1-K2-F4 

BLASTX 

g3123264 

564 

6.0e-58 

135 

80 

60S RIBOSOMAL PROTEIN L27 >gi | 2244857 | emb | CAB1 027 91 
(Z97337) hypothetical protein [Arabidopsis thaliana] 

194671 

14997_2.R1039 

uC-gsronu33B012dl2bl 

BLASTX 

g3123264 

580 

6.0e-60 

131 

83 

60S RIBOSOMAL PROTEIN L27 >gi | 2244857 | emb | CAB10279! 
(Z97337) hypothetical protein [Arabidopsis thaliana] 

194672 

15002JL.R1039 

LIB3135-024-Q1-K1-F7 

BLASTX 

gl362615 

256 

5.0e-22 

113 

48 

iswi protein - fruit fly (Drosophila melanogaster) 

>gi 1 439197 (L27127) ISWI protein [Drosophila melanogaster] 

194673 

15008_1.R1039 

LIB3135-024-Q1-K1-G2 

BLASTN 

g3821780 



26184 



BLAST score 


33 


E value 


o . ue-uy 


Match length 


oo 


% identity 


oy 


NCBI Description 


xenopus laevis cdjnA clone z /Ao-i 


Seq. No. 


1 y 4 o / 4 


Contig ID 


15009 l.Rluiy 


D -most ttoi 


Jj1dJ14 D-Ubl— yi-j\l-/i / 


Method 


T3T 7i C TV 
DljAb 1 A 


NCBI GI 


g2511541 


BLAST score 


437 


E value 


a f\ ^ A "3 

o . ue-4o 


Match length 


1U1 


% identity 


Q A 

o4 


NUtsi Description 


\ArUzu/o/y uiN/i-Dinuing protein brsrio [uryza sauivt 


beq. No. 


iy4o /o 


Contig ID 


15014 l.RlUJy 


C f . tv, ..4, TOT 1 

0 — iuOSl. HjoI 


lilbo loo — UZ4 yi x\X"ni 


Method 


dJjAo 1 A 


JNUdI bl 


„7 1 QOQ1 

g / i y^y i 


BLAST score 


559 


E value 


1.0e-57 


Match length 


1 A A 

14 y 


% identity 


/ 4 


NCBI Description 


(U19134) unknown [Arabidopsis thaliana] 




>gi 1 1095007 Iprfj I 2107236A SABRE gene [Arabidopsis 


Seq. No. 


194676 


Contig ID 


15018 1.R1039 


o -most EST 


LIB>514y-0uD-Ql-Kl-Hb 


Method 


TUT TV OTV 


NCBI GI 


g2431769 


BLAST score 


270 


E value 


l . Ue-zo 


Match length 


11^ 


-6 identity 


54 


NCBI Description 


(U62752) acidic ribosomal protein Pla [Zea mays] 


Seq. No. 


194677 


Contig ID 


15032_1 .R1039 


d —most hbl 


T TOOT A 1 f\0*~) r\ 1 TV" 1 tn 

LIBJ14 /-Uo^-Qi-Kl-H / 


Method 


DliAb I A 


NCBI GI 


g2924772 


BLAST score 


704 


E value 


3 . Oe-74 


Match length 


143 


% identity 


91 


NCBI Description 


(AC002334) unknown protein [Arabidopsis thaliana] 


beq. JMO . 


1 Q A CI Q 

i y 4 D / O 


Contig ID 


15035 1.R1039 


5 T -most EST 


LIB314 9-015-Q1-K1-E2 


Seq. No. 


194679 


Contig ID 


15037_1.R1039 



26185 



# • 



3 IlLOSL. HiOl 


T.TR^I ^^-09^-01 -TCI -R4 




DJ-LTIO i .A. 


JNU.D1 bl 




BLAST score 


437 


E value 


4.0e-43 


TiyT-a 4- i"» r*i \ m 't™ " 


1 4 Q 


5- n /-l d ri 4~ "i "f~ \7 

-& luentiuy 






f^TQf^^99^ 1 v«H no— lrol-rirrl ntflr^'I'P r'pHnp'hfl^p/^flrr'hflrnn'i np 




aenycirogenase LHraDiaopsis tnaiianaj 


beg. ino. 


iy^ oou 


tontig iu 


1 c: H/1 0 1 Dl n^Q 


R T -nlnq f- TTCJT 
3 IlLOo L EjOI 


ybiunujjDU'iXyUiJji 




"RT ZiQTV 


NCBI GI 


g2244917 


BLAST score 


282 


£j VdXUc 








% identity 




NCBI Description 


[ay/joy) nypornemcai protein [HraDiuopsis unananaj 


beq. NO. 


1 !?4 DDI 


Contig ID 


10U4o i.Kiujy 


D IROSt £jo1 


T TR^I ^^ — 091 — P1 —TCI — R4 


lYieunoci 




NCBI GI 


g2407639 


BLAST score 


231 


E value 


o Ho— 1 Q 


Marcn lengun 


1ZD 


% identity 


JO 


NCBI Description 


^ArUioZbo) protein pnospnatiase o; iVro L A ^ n opus laevi 


beq. no. 




Contxg ID 


iou4y l.Kiuoy 


o mo s u Hj b i 


T TR^1 '^ c l — C\0^i— Pil —TCI — ni 


A/f 4- I— 

ricLllOQ 


■D-UriD 1 A 


PJUrSl bl 


g^yi^fiu j 


Dj_iAb l score 




E value 


2.0e-25 


Match length 


126 


% identity 


51 


NCBI Description 


PR0T0P0RPHYRIN0GEN OXIDASE, MITOCHONDRIAL {PPO II) 




(PR0T0P0RPHYRIN0GEN IX OXIDASE ISOZYME II) {PPX II) 



>gi | 2370335 | emb | CAA73866 | ( Y13466) protoporphyrinogen 
oxidase [Nicotiana tabacum] >gi | 3929920 | dbj | BAA34712 i 
(AB020500) mitochondrial protoporphyrinogen oxidase 
[Nicotiana tabacum] >gi 14105188 (AF044129) 
protoporphyrinogen oxidase PX-2 [Nicotiana tabacum] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



194683 

15056_1.R1039 

LIB3149-033-Q1-K1-C11 

BLASTX 

g285741 

751 

8.0e-80 
243 



26186 



^ lCLenuxLy 


OZ 


nldI Description 


/ Pi 1 yl C C pi \ TT 1 Pii^* D nrapnycAr r Haimn q a o +- a 1 
^Dl^OOUy lijJJkJir pxreCUJ-SOIT |_UdULUb UdlULaJ 


beq. JNO . 


1 QA £R4 


uonng iu 


i^n^p i pi o^q 
xouoo i ,i\iujy 






i It: uliVJ vJ. 




V_* O J. wX 


a2687726 


BLAST score 


438 


E value 


4.0e-43 


V/Tti -4— /-^i V*i T on/T'H n 

lYiaLGii XeilyCil 


ijj 




Dl 


NCBI Description 


(AJ003246) 2 1 -hydroxydihydrodaidzein reductase [Glycine 




max] 


O S CJ • IN O . 




uonrig id 


louoi l.Kiujy 


o -most hoi 




beq. no. 


in/I cq /: 

iy4 boo 


uontig id 


lOUDO i.KiUoy 


3 HlOSu JLOl 






"RT ACTY 
O 1j r\o 1 A 


NCBI GI 


g3329368 


BLAST score 


192 


E value 


o . lie 


Match length 




% identity 


4U 


NCBI Description 


(AF031244) nodulin— like protein [Arabidopsis thalxana] 


Seq. No, 


iy4oo / 


Contig ID 


1oUdo__1 . RlUoy 


0 — ItlOS L hjOl 


lilo j14 O— UUZ — r I - bll 




DlinD 1 A 


NLrSl Lrl 


gj Jo4 14 4 


BLAST score 


958 


E value 


1.0e-104 


jyjaccn lengun 


OA Cl 

Z *i U 


t> laennry 


TO 
/ O 


NCBI Description 


Gl/S-SPECIFIC CYCLIN C-TYPE >gi 1 1695698 | dbj | BAA13181 1 




(D86925) C-type cyclin [Oryza sativa] 


beq. no. 


1 y 4 dcs 0 


uontig id 


lou /z i.Kiuoy 


o -most hbi 


uL-gsririuJoDUioaliDl 


beq. no. 


iy4 bo y 


tontig lu 


lou / y 1 . ki Uo y 




uu gsxinujjDUjiauzDi 




RT.A9TX 


NCBI GI 


g3309575 


BLAST score 


175 


E value 


1.0e-15 


Match length 


71 


% identity 


65 



NCBI Description 



{AFO 60553) calcium sensor homolog [Arabidopsis thaliana] 
>gi|4538989|emb|CAB39731.1| (Y18870) CBL4 protein 



26187 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



[Arabidopsis thaliana] 
194690 

15085J..R1039 

uC-gsflnu33B022c!0bl 

BLASTX 

g3193298 

162 

1.0e-10 

126 " 
30 

(AF069298) T14P8.17 gene product 



194691 

15096JL.R1039 

LIB3135-025-Q1-K1-H3 

BLASTX 

g 4454014 

238 

8.0e-20 

96 

54 

(AL035396) putative protein 



[Arabidopsis thaliana] 



[Arabidopsis thaliana] 



194692 

15098_1.R1039 

LIB3272-022-P1-K1-A4 

BLASTX 

g231574 

552 

1.0e-56 

202 

57 

L -ASPARAGINASE (L-ASPARAGINE AMIDOHYDROLASE) 
>gi| 81837 |pir||S22523 asparaginase (EC 3.5.1.1) - tree 
lupine (fragment) >gi 1 19137 | emb | CAA3 6824 | (X52588) 
asparaginase [Lupinus arboreus] 



194693 

15106J. 

LIB3272 

BLASTX 

g2677830 

756 

2.0e-80 
166 
8 9 

(U93168) 



R1039 
036-P1-K1- 



C10 



ribosomal protein L12 [Prunus armeniaca] 



194694 

15112_1.R1039 

uC-gsflmaxxa014al0bl 

BLASTX 

g2244835 

443 

8.0e-44 
132 



26188 



1 dent 1 t v 


67 




^ "7 Q "7 ^ ^ ""V \ nTrt+'O i Ti V"TTiacQ /~\m nl Ai^ r HvaKi ^ a>~\ e* 

iiij/jji ) piuLcin Kiiia.se noinoioy LHraDiuops 




X_7fi 0-7 0 


ounuxy LU 




J lUUo U LjOX 


ybJ.lIUdAAdU'iOIlZJji. 


Method 


BLASTX 


NCBI GI 


g2832672 


BLAST score 


652 


F 1 . T7aT no 

J—i v dJ- U.C 


^ f)e-6fi 

J * L/C vj U 


M^tph 1 »nrrth 


161 




fin 




^Hiiuzi / xz j niiu iiKe protein L^iaDiaopsis 


O t5 L£ • IN U • 




LvLuiL-xy x jj 


XOXXO 6 .I\lUJ J 


R ' _TT)Acf F^T 
IILVJOL. 1_iO X 




Method 


BLASTX 


NCBI GI 


g2832672 


BLAST score 


613 


Hi v a±uc 


X • UJ 


M^1~r , } , i 1 onrffh 


1 "37 


^ luciiLl i_y 


ft R 


iNutsi uescripiiion 


[ALvzi/LZ) nitu-iiKe protein LAraJoiaopsis 


oecj. jno « 




ooncig id 


1 CI 1 Q 1 D1 AQQ 




LILj. y failllUj JQKJ IjCU jIJX 


Method 




NCBI GI 


gl651934 


BLAST score 


249 


W ttp Ino 

i_j valUC 


O. Uc X 




1 7fi 

X / D 


% identity 


36 


NCBI Description 


(D90901) hypothetical protein [Synechocyst 


O tT LJ ♦ 1M (J • 


X _/*± D .SO 


V^UilLXy X L/ 


ljiij ^.t\xuoy 


J ilivJo L JZjO 1 


ul. gsiiiiujjDUU ycuzDx 


Qorr Mo 
Dc^. INO* 


xy*toy y 


Lj.uiiL.xy iu 


i ri 9n i di ma 


*J lllLJo L- HjO X 


T TR^I 4^7 — 01 Q — Hi — _ri 9 
XiXoOXfi / U13 v-L X\X blZ 


Met nod 

J- 1C L. 1 


RT.A^TX 
JD iinO X 


NCBI GI 


g231660 


BLAST score 


833 


E value 


9 Ha-fi Q 
Z • Uc o y 


Ma +■ r* Vi 1 onrr^~H 
licl UUil JLGIiyL.Il 


9Q4 


S: n Hart')* i -Ftr 
15 XCiciiLlCy 


O 0 


inl^-dx utsoorxp Lion 


uvDATtn? f T i Tr , 7\T ooc ivpi r>D r\T> 'c t M / TT 1 i nm \ 
ill rUlilili 1 ZZo i\U fKUilljlJN (UKr lyUx; 


oeq, ino. 


iy4 / UU 


Contig ID 


15129 1.R1039 


5* -most EST 


LIB3146-002-P1-K2-A12 


Method 


BLASTX 


NCBI GI 


g4567304 


BLAST score 


356 



26189 



E value 


2.0e-33 ~ ' 


Match length 


160 


% identity 


54 


NCBI Description 


(AC005956) unknown protein [Arabidopsis thaliana] 


Seq. No. 


194701 


Contig ID 


15132_1.R1039 


5 '-most EST 


LIB3272-001-P1-K1-H6 


Seq. No. 


194702 


Contig ID 


15142 1.R1039 


5 1 -most EST 


LIB3148-030-Q1-K1-A9 


Seq. No. 


194703 


Contig ID 


15143 1.R1039 


5' -most EST 


LIB3L47-001-Q1-K2-B2 


Method 


BLASTX 


NCBI GI 


g2832898 


BLAST score 


364 


E value 


2.0e-34 


Match length 


141 


% identity 


66 


NCBI Description 


(AJ000886) Tetrafunctional protein of glyoxysomal fatty 




acid beta-oxidation [Brassica napus] 


Seq. No. 


194704 


Contia ID 


15144 1.R1039 


5 '-most EST 


LIB3145-017-Q1-K1-C9 


Method 


BLASTX 


NCBI GI 


g3402683 


BLAST score 


267 


E value 


4.0e-23 


Match length 


160 


% identity 


43 


NCBI Description 


(AC004697) patatin-like protein [Arabidopsis thaliana] 


Seq. No. 


194705 


Contig ID 


15148 1.R1039 


5' -most EST 


LIB3189-002-P1-K1-B10 


Method 


BLASTX 


NCBI GI 


g732080 


BLAST score 


142 


E value 


9.0e-09 


Match length 


87 


% identity 


38 


NCBI Description 


HYPOTHETICAL 32.0 KD PROTEIN IN MRR-TSR INTERGENIC REGION 




(F284) >gi 1 1361266 Ipir | | S56578 yjiA protein - Escherichia 




coli >gi 1537194 (U14003) yjiA gene product [Escherichia 




coli] >gi 11790812 (AE000506) orf, hypothetical protein 




[Escherichia coli] 


Seq. No. 


194706 


Contig ID 


15151 1.R1039 


5 '-most EST 


LIB3135-026-Q1-K1-F12 


Seq. No. 


194707 


Contig ID 


15159_1.R1039 



26190 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3325760 
BLASTN 
g4567193 
106 

3.0e-52 

818 

81 

Arabidopsis thaliana chromosome II BAC T26C19 genomic 
sequence, complete sequence 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194708 

15160_1.R1039 

LIB3135-026-Q1-K1-G11 

BLASTX 

gl079652 

220 

9.0e-18 

63 

65 

(U38247) late embryogenesis abundant protein [Glycine soja] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194709 

15161JL.R1039 

LIB3135-026-Q1-K1-G12 

BLASTX 

g2062173 

362 

2.0e-34 

99 

68 

(AC001645) 
thaliana] 



cell division protein FtsH isolog [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 



194710 

15164_1.R1039 
LIB3135-054-Q1-K1-A4 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194711 

15168_1.R1039 

LIB3135-026-Q1-K1-G9 

BLASTX 

g3738320 

177 

1.0e-12 

88 

41 

(AC005170) 
thaliana] 



putative cinnamoyl CoA reductase [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



194712 

15169_1.R1039 

LIB3135-028-Q1-K1-B9 

BLASTX 

g3128228 

464 

2.0e-46 
92 



26191 



% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



93 

(AC004077) putative ribosomal protein L18A [Arabidopsis 
thaliana] >gi 1 3337376 (AC004481) putative ribosomal protein 
L18A [Arabidopsis thaliana] 

194713 

15175JL.R1039 
LIB3135-026-Q1-K1-H7 

194714 

15178J..R1039 

LIB3135-027-Q1-K1-A12 

BLASTX 

gl076511 

1327 

1.0e-147 

313 

82 

H+-transporting ATPase (EC 3.6.1.35) - kidney bean 
>gi|758250|emb|CAA59799| (X85804) H (+) -transporting ATPase 
[Phaseolus vulgaris] 

194715 

15179JLR1039 

LIB3147-059-Q1-K1-H10 

BLASTX 

g3913791 

577 

5.0e-69 

148 

88 

GLUTAMATE — CYSTEINE LIGASE PRECURSOR 

{GAMMA-GLUTAMYLCYSTEINE SYNTHETASE) (GAMMA-ECS) (GCS) 
>gi I 2407615 (AF017983) gamma -glutamyl cysteine synthetase 
[Lycopersicon esculentum] 



Seq. No. 


194716 


Contig ID 


15180 1.R1039 


5 '-most EST 


LIB3135-027-Q1-K1-B10 


Method 


BLASTX 


NCBI GI 


g3342211 


BLAST score 


287 


E value 


1.0e-25 


Match length 


105 


% identity 


59 


NCBI Description 


(U89255) Pti4 [Lycopersicon 


Seq. No. 


194717 


Contig ID 


15182 1.R1039 


5 '-most EST 


uC-gsronu33B137d09bl 


Method 


BLASTN 


NCBI GI 


g3434966 


BLAST score 


35 


E value 


4.0e-10 


Match length 


43 


% identity 


95 


NCBI Description 


Arabidopsis thaliana At ERF- 



mRNA for ethylene responsive 



26192 



# 



element binding factor 1, complete cds 





1 Q471 ft 


Contia ID 


15183 1 R1039 


R T — mnat" TTQT 
J ILLUoL Lul 


T TR*31 A"5-fiZl9— Pi1 -PI 9 


OC^i IN \J • 


1 Q471 Q 


Print" 1 rr TH 




5' -most EST 


LIB3272-054-P1-K1-D5 


Method 


BLASTX 


WPRT P,T 


rrl ^1 ^Q£ft 
(Jl Jl O Z700 


DT ACT 1 a r*< r\-r- a 

Q±j£\o i ocoxe 


*± u / 


E value 


1.0e-39 


Match length 


138 








\ Lt 1 z.*± <l.o } iLLcij ojl axxexyeii jxiclx a. x [ixiaxus oonies uica j 


Qarr XT a 

oeq . ino . 


1 oa ion 
Xy 4 / ZU 




1 R 1 ftR 1 R1 D^Q 


o niosi, £ioi 


t TD"5i^_ni /1_di —tri _n 1 
X1X0OX DO UX4 r X J\X~(j1X 


*-> 4. * 1^1 • 


1 Q4791 


Pont ia TD 






T TR*31 ^R — 097-Pil — -TPQ 




Lj±±t\0 


NCBI GI 


gl086651 


BLAST score 


146 


E value 


0 - ue-u y 


iyj.ai_.cn xengun 


DD 


% identity 


4o 


NCBI Description 


(U41015) sxmxlar to cystic fibrosxs transmembrane 




conaucuance reguxanor ana otner adl Tiransporuers 




subfamily) [Caenorhabditis elegans] 


C /-\ rr \T/> 

oeq. ino. 


1 OkA TOO 


Pont* i rr T D 


1 5901 1 PI H^Q 




t tr^i T^-n^P-fii _T< r i _7\ i n 




OXariO 1 A 


NCBI GI 


g480450 


BLAST score 


414 


Cj value 


Z . U6 4U 


luaUOIl XeIJ.yX.il 


ft Q 


% identity 


yu 


nujdi Description 


ketol-acid reductoisomerase (EC 1.1.1.86) - Arabi 




cnaxiana ->gx s ^uzoo/ | entu | uaa^ youb | tAbyooUj Kerox— 




reductoisomerase [Arabidopsis thaliana] 


beg* INO. 


xy4 /zo 


LOIiT-ly XJJ 


i coon 1 D1 (T5Q 

xozzu x.Kxujy 


5 '-most EST 


LIB3135-028-O1-K1-B8 


Method 


BLASTX 


NCBI GI 


g!369981 


BLAST score 


193 


E value 


2.0e-14 


Match length 


103 


% identity 


37 


NCBI Description 


(X95609) mec-8 [Caenorhabditis elegans] 



(MDR 



26193 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
S'-most EST 



>gi|3874374|emb|CAB02754| (Z81037) similar to mecanosensory 
gene mec-8; cDNA EST EMBL:T00424 comes from this gene; cDNA 
EST yk494al0.3 comes from this gene; cDNA EST yk333all.3 
comes from this gene; cDNA EST yk505hl0.3 comes from this 
gene; cDNA EST yk2 . . . >gi | 3877217 | emb | CAB03111 | (281084) 
similar to mecanosensory gene mec-8; cDNA EST EMBL:T00424 
comes from this gene; cDNA EST yk4 94al0.3 comes from this 
gene; cDNA EST yk333all.3 comes from this gene; cDNA EST 
yk505hl0.3 comes from this gene; cDNA EST yk2 

194724 

15224_1.R1039 

LIB3197-026-Q1-M1-A11 

BLASTX 

g4106515 

825 

3.0e-88 

190 

82 

(AF092743) CAK associated cyclinH homolog [Populus tremula 
x Populus tremuloides] 

194725 

15235_1.R1039 

LIB3166-045-P1-K1-C2 

BLASTX 

g2262172 

496 

2.0e-50 

217 

53 

(AC002329) predicted protein of unknown function 
[Arabidopsis thaliana] 

194726 

15244_1.R1039 
LIB3146-037-P1-K1-C7 



Seq, No. 
Contig ID 
5' -most EST 



194727 

15244_2.R1039 
LIB3145-005-Q1-K1-E5 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



194728 

15260JL.R1039 

g5049097 

BLASTX 

g3337091 

809 

2.0e-86 

300 

59 

(AB016204) polygalacturonase inhibitor (PGIP) [Citrus 
unshiu] 

194729 

15263JL.R1039 
LIB3166-025-P1-K1-C1 



26194 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194730 

15264JL.R1039 

uC-gsronu33B166h05b2 

BLASTX 

g2853097 

177 

1.0e-12 

141 
32 

(AL021767) hypothetical protein [Schizosaccharomyces pombe] 
194731 

15271JL.R1039 

LIB3146-034-Q1-K1-C1 

BLASTX 

gl203832 

546 

8.0e-56 

219 

52 

(U46003) beta-D-glucan exohydrolase, isoenzyme ExoII 
[Hordeum vulgare] >gi 1 1588407 | prf | I2208395A beta-D-glucan 
exohydrolase [Hordeum vulgare] 



Seq. No. 
Contig ID 
5' -most EST 



194732 

15276JL.R1039 
uC-gsflmaxxa042f05bl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



194733 

15283_1.R1039 

LIB3147-015-Q1-K1-H5 

BLASTX 

g231574 

385 

3.0e-37 

113 

65 

L-ASPARAGINASE (L-ASPARAGINE AMIDOHYDROLASE) 
>gi|81837|pir| IS22523 asparaginase (EC 3.5.1.1) - tree 
lupine (fragment) >gi | 19137 | emb | CAA3 6824 | (X52588} 
asparaginase [Lupinus arboreus] 

194734 

15285_2.R1039 

uC-gsflnu33B009g07bl 

BLASTX 

gl542941 

744 

7.0e-79 

177 

84 

(X78116) Acetoacetyl-coenzyme A thiolase [Raphanus sativus] 
194735 

15287_1.R1039 
uC-gsflnu33B138bl2bl 



26195 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



BLASTX 

g3786008 

199 

2.0e-15 

100 

52 

(AC005499) 



unknown protein [Arabidopsis thaliana] 



194736 

15309JL.R1039 
LIB3272-058-P1-K1-D10 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



194737 

15309_2.R1039 
g5045337 

194738 

15312_1.R1039 
LIB3135-029-Q1-K1-D1 



Seq. No. 
Contig ID 
5' -most EST 



194739 

15314_1.R1039 
LIB3135-029-Q1-K1-D11 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5*' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



194740 
15316JL 
LIB3135 
BLASTX 
g3641868 
383 

6.0e-37 

105 

70 

(AJ011012) 



R1039 

029-Q1-K1-D2 



hypothetical protein [Cicer arietinum] 



194741 

15321_2.R1039 

LIB3149-021-Q1-K1-A8 

BLASTX 

gll70745 

591 

4.0e-61 

151 

74 

LATE EMBRYOGENES I S ABUNDANT PROTEIN LEA14-A >gi 1167326 
(M88321) Group 4 late eiribryogenes is -abundant protein 
[Gossypium hirsutum] >gi 1167328 (M88322) Group 4 late 
embryogenesis-abundant protein [Gossypium hirsutum] 

194742 

15329JLR1039 

LIB3166-025-P1-K1-H6 

BLASTX 

g4544443 

439 

9.0e-95 
289 



26196 





O / 


NCBI Description 


(AC006592) putative mitochondrial uncoupling protein 




[Arabidopsis thaliana] 


Seq. No. 


194743 


Contig ID 


15330 1.R1039 


o -most iiibi 


Ij1do14 0-UOo— yi-j\i— U4 




PT TiCTY 
£>1jR.O 1 A 




g / 1U OZ 0 


bLiAoi score 


1 CO 

10 J 


E value 


o . ue— lu 


Match length 


43 


% identity 


60 


jNUbi Description 


(uou/iyj HtKUio protein [-"-^rcu^io-opsis iznananaj ^gi i oz^iy^i 




vauuu4dzo; uenyaramon~inuuceu protein HjKuid L^raDiaopsis 




rnaiianaj >gi|3oy4ioi (Aouuooozj ilkuio protein LAracnaops 




thaliana] 


Seq* No. 


1 C\ A~l A A 

194744 


Contig ID 


15331 1.R1039 


o —most iiiOi 


UL~gsrimaxxauz ocuojoi 


Method. 


TUT 2\ OTY 


NCBI GI 


g3790252 


BLAST score 


181 


E value 


2. Oe-13 


Match length 


95 


% identity 


42 


NCBI Description 


(AL031966) putative Zn-protease [Schizosaccharomyces pomb 


Seq. No. 


iy4 /4o 


Contig ID 


15333 1.R1Q39 


5 ' -most EST 


LIB3197-012-P1-M1-F9 


Seq. No. 


194746 


Contig ID 


15346_1.R1039 


o -most hoi 


lilcS314 D-U14-yi-j\l— O / 


Method 


DliAb 1A 


NCBI GI 


g4455z35 


BLAST score 


255 


E value 


8.0e-22 


Match length 


bo 


% identity 


/5 


NCBI Description 


(AL035523) PROTEIN TRANSPORT PROTEIN SEC61 GAMMA 




SUBUNIT-like [Arabidopsis thaliana] 


Seq. No. 


194747 


Contig ID 


15347_1.R1039 


5 -most EST 


LIB3145-015-Q1-K1-HO 


Method 


DT 7\ C T'V 

DliAb 1A 


NCBI GI 


g2244855 


BLAST score 


377 


E value 


4 . ue— jo 


Match length 


155 


% identity 


54 


NCBI Description 


(Z97337) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


194748 



26197 



Pont" i rr TH 
^v^ii i — l y x u 


1 R^R4 1 R1 n^Q 


S 1 -most EST 




Method 


BLASTX 


NCBI GI 


g4165861 


BLAST score 


293 


V 1 hp 


? 0e-?6 


Msfoh 1 <=*n rrt* n 




0 _L U.CLI LXUy 


?4 




\ rir UUOOUj/ llXoL-UIIc UcaucLyidoc ILiriUrli. IlLLLo UU1 Lio 




1 Q474 Q 


\_*U.llL.Xy XL/ 


lJjJJ X.I\.Xu,J.7 


^ 1 — TTiocj-h F.^T 

»J L, DO J. 


T.TR^I^^-fl^Q-ni -K1 -P? 

LllD J U J U J? Sd-*- -CvX 


Method 


BLASTX 


NCBI GI 


g4432859 


BLAST score 


195 






Ms'hr'ht 1 pnrft"h 


85 


% identity 


46 


NCBI Description 


(AC006300) unknown protein [Arabidopsis thaliana] 


QpTT Mo 


1 947S0 


Contig ID 


15356 1.R1039 


5' -most EST 


LIB3147-019-Q1-K1-C8 


Oesfr Wo 


194751 


Contig ID 


15365 1.R1039 


5' -most EST 


LIB3135-031-Q1-K1-A7 


Q^rr Kfo 


1 Q47 ^9 


Pont* i rr TP! 


1 R"3fiQ 1 Rl 0*3Q 
XOjD_7 1 • i\1Uj j 








1 CM 7 ^ 


^uiixxy xu 






T TR^1 4~£— 0 9 R— ni _V"9— TT9 


Method 


BLASTX 


NCBI GI 


a729470 


BLAST score 


182 


E value 


3.0e-13 


Match length 


51 


% identity 


71 


NCBI Description 


MITOCHONDRIAL FORMATE DEHYDROGENASE PRECURSOR 



(NAD-DEPENDENT FORMATE DEHYDROGENASE) (FDH) 
>gi|542089|pir| IJQ2272 formate dehydrogenase (EC 1.2.1.2) 
precursor, mitochondrial - potato >gi | 2977 98 | emb | CAA7 9702 | 
(Z21493) mitochondrial formate dehydrogenase precursor 
[Solanum tuberosum] 



Seq. No. 
Contig ID 
5' -most EST 



194754 

15375JL.R1039 
LIB3145-010-Q1-K1-D1 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



194755 

15384_1.R1039 

LIB3272-046-P1-K1-H5 

BLASTX 



26l;98 



NCBI GI 


g2529229 


BLAST score 


479 


T* 1 1 HP 


2 . Oe-76 


Mstph 1 pnrrth 


171 


^ xuenuxLy 


Q1 




/ / / D LJlUJopilUy X Llt>vJIld. Lc UciiyLl-L (Jy clldofc? |_oxyL*x,iic 




X _7ri f ,J O 


^UllXXy XJJ 




*J 11LU O U JliO X 


T,TR^9T9-097— Pi — K1 -A? 


Method 


BLASTX 


NCBI GI 


g2529229 


BLAST score 


475 


F T73 1 no 
Hi Val Lie: 


1 0^-47 

X « VJC *± / 


'Mrs +■ /^"h 1 ciTi rri - 
lid L- oil icily lii 


1 01 

X U X 




Q1 

_/ X 


LN^LjX UcbLIipClOIi 


/ / ; o pnospiiogiucunaLc uenyurogenase [biycine 




1 QA7 R7 


V^vJIlLXy XJJ 


lJJOO X.l\XUO-7 


5 T -most EST 


LIB3 135-03 1-01-K1-D1 


Method 


BLASTX 


NCBI GI 


g3075402 


BLAST score 


165 


F tTa lna 
Hi v a X U.C 


J • UC XX 


1VI a ^ V* i ^n/"r"f"Vi 
l v JdCL-.ll XeilyCIl 


Q1 

1j X 


% identity 


42 


NCBI Description 


(AC004484) unknown protein [Arabidopsis thaliana] 




1 QA7 Rfi 


Contig ID 


15389 1.R1039 


5' -most EST 


LIB3135-031-Q1-K1-D10 


Q /T "NT/^ 

oeq* LNO. 




Contig ID 


15390 1.R1039 


5' -most EST 


LIB3135-031-Q1-K1-D11 


oecj. INO. 


1 CM 7 


Contig ID 


15395 1.R1039 


5' -most EST 


LIB314 6-059-Q1-K1-C3 




1 Q4761 

X / OX 


Contig ID 


15397_1.R1039 


5' -most EST 


uC-gsflnu33B081a04bl 


OtsC^ * 1NO • 


1 QA7 ^9 


i'" 1 z-s m +■ 4 /■* T Pi 

uoniig xu 


ICi^QQ 1 Dl rC5Q 

lOjyo l. KiUjy 


o —most tibl 


xjIdoioo-uox— yi-ixx-tii 


ocCJ. 1NO • 


1 OA 7 £"3 


uonrig id 


104UU x.KxUJy 


T — Tnn<?1" F.ST 


T.TR^I ^^-0^1 -Dl -K1 -F1 0 


Method 


BLASTX 


NCBI GI 


gll72584 


BLAST score 


457 


E value 


3.0e-45 


Match length 


250 



26199 



% identity 

NCBI Description 



41 

POLYPHENOL OXIDASE PRECURSOR (PPO) (CATECHOL OXIDASE) 
>gi|1076478|pir| IS52984 catechol oxidase (EC 1.10.3.1) 
precursor - apple tree >gi 1507280 (L29450) polyphenol 
oxidase [Mains domestical 



oeq. NO. 


1 Q/t 1 

iy 4 / o4 


f^r^nl- t rr T Pi 


10*_U<_ 1 , KlUjy 


0 "IuOSL. CjO 1 


i_i__oi4 / — uo i*~yi— J\l— oZ 


Method 




MfDT (IT 


rri fii 7nno 


rsiiiioi score 


on q 


E value 


J . ue-yy 


LYiaL.cn lengtn 


01 Q 


^ ±U.fcJllL.XLy 




inldi uescripnon 


(X99552) asparagine synthetase 


Seq. No. 


194765 


uontig id 


1d4Ud l.RlUoy 


o -most EST 


LIB3133-U31-Q1-K1-E5 


Method 


tit Ti mT7 

BLASTX 


NCBI GI 


r a a ^ n /** 

g2500376 


biiAoi score 


4 /Z 


E value 


4 . Oe-47 


Match length 


95 


% identity 


95 


JNuai Description 


bUS RIBOSOMAL PROTEIN Lo4 >gi J 




(AC005508) 23552 [Arabidopsis 


Seq. No. 


194766 


Contig ID 


"1 C /I 1 1 "1 n 1 A T A 

15411_1 . R1039 


O -IQOSt £iOl 


L1B^>14 /-UzD-Ql-Kl-Cll 


Method 


BLASTX 


JNL-rSl bl 


goooiyz 


BLAST score 


391 


E value 


1 . Oe-37 


Match length 


143 


^> laenuiny 


OZ 


NCBI Description 


(J05215) ribosomal protein S17 


Seq. No. 


194767 


Contig ID 


15424 1.R1039 


5 '-most EST 


g5045731 


Method 


BLASTX 


NCBI GI 


gl00487 


BLAST score 


129 


E value 


1.0e-10 


Match length 


120 


% identity 


33 



NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



TNP1 protein - garden snapdragon >gi | 16057 | emb | CAA4 0554 | 
(X57297) TNP1 [Antirrhinum ma jus] 

194768 

15425_1.R1039 
LIB3146-006-Q1-K1-C12 



Seq. No. 



194769 



26200 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



15426JL.R1039 

uC-gsronu33B101cO 6b 1 

BLASTX 

g4455365 

374 

9.0e-36 

74 

88 

(AL035524) putative protein [Arabidopsis thaliana] 
194770 

15428_1.R1039 
LIB3135-031-Q1-K1-G8 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194771 

15429_1.R1039 

LIB3135-031-Q1-K1-G9 

BLASTX 

g3874214 

389 

2.0e-37 

198 

47 

(Z83217) Similarity to Yeast E1-E2 ATPase YEL031W 
(SW:YED1_YEAST) ; cDNA EST EMBL:D27574 comes from this gene; 
cDNA EST EMBL:D33757 comes from this gene; cDNA EST 
EMBL:D34256 comes from this gene; cDNA EST EMBL:D37288 
comes from 



Seq. No. 
Contig ID 
5 '-most EST 



194772 

15432_1.R1039 
LIB3135-031-Q1-K1-H11 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194773 

15435JL.R1039 

LIB3196-015-P1-M1-E1 

BLASTX 

gl352681 

814 

5.0e-87 

303 

57 

PROTEIN PHOSPHATASE 2C (PP2C) >gi | 107 6391 | pir | | S554 57 
phosphoprotein phosphatase (EC 3.1.3.16) 2C - Arabidopsis 
thaliana >gi| 633028 |dbj IBAA07287 | (D38109) protein 
phosphatase 2C [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



194774 

15439JL.R1039 
LIB3272-022-P1-K1-D10 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



194775 

15440JL.R1039 

LIB3196-025-P1-M1-A8 

BLASTX 

g633890 

630 



26201 



E value 
Match length 
% identity 
NCBI Description 



1.0e-65 

168 

72 

(S72926) glucose and ribitol dehydrogenase homolog [Hordeum 
vulgare] 



Seq. No. 
Contig ID 
5 '-most EST 



194776 

15441JL.R1039 
LIB3135-032-Q1-K1-A1 



Seq. No. 
Contig ID 
5 '-most EST 



194777 

15455_1.R1039 
LIB3135-032-Q1-K1-B2 



beq. no. 


± y % i / o 


Contig ID 


15457 1.R1039 


5' -most EST 


g5044923 


Method 


DT 71 O TV 

bLAol A 






BLAST score 


o o c 
52.0 


E value 


5 . Oe-30 


Match length 


1 A Q 


% identity 


44 


NCBI Description 


(Z97359) hypothetical protein [AraJoiaopsis tnaiianaj 


Seq. No. 


194779 


uonuig ijj 


io4Dy i.Kiujy 


5 '-most EST 


g5048676 


Method 


BLASTX 


NCBI GI 


gl841870 


BLAST score 


720 


E value 


5.0e-76 


Match length 


230 


% identity 


63 


NCBI Description 


(U87222) elongation factor 1-beta [Pimpinella brachycarpa] 


Seq. No. 


194780 


Contig ID 


15459 2.R1039 


5 '-most EST 


LIB3165-050-Q1-K1-A1 


Method 


BLASTX 


NCBI GI 


g!841870 


BLAST score 


328 


E value 


3. Oe-30 


Match length 


128 


% identity 


77 


NCBI Description 


(U87222) elongation factor 1-beta [Pimpinella brachycarpa] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194781 

15459_3.R1039 

LIB3135-032-Q1-K1-B7 

BLASTX 

gl352347 

248 

3.0e-21 

57 

84 

ELONGATION FACTOR 1-BETA Al 



(EF- 1-BETA) 



26202 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi| 480620|pir MS37103 translation elongation factor eEF-1 
beta-Al chain - Arabidopsis thaliana (cv. Colombia) 
>gi I 398608 | emb | CAA52751 1 (X74733) elongation factor- 1 beta 
Al [Arabidopsis thaliana] 

194782 

15464_1.R1039 

LIB3197-029-Q1-M1-A10 

BLASTX 

g4056488 

477 

1.0e-47 

105 

78 

(AC005896) unknown protein [Arabidopsis thaliana] 
194783 

15464_2.R1039 

LIB3189-041-P1-K1-H2 

BLASTX 

g4056488 

319 

2.0e-29 

76 

74 

(AC005896) unknown protein [Arabidopsis thaliana] 
194784 

15466_1.R1039 
LIB3135-032-Q1-K1-C3 

194785 

15468_1.R1039 
LIB3135-032-Q1-K1-C4 

194786 

15469_1.R1039 

LIB3147-059-Q1-K1-F6 

BLASTX 

g4337210 

193 

2.0e-14 

86 
45 

(AC006403) hypothetical protein [Arabidopsis thaliana] 
194787 

154 69_2.R1039 

LIB3148-025-Q1-K1-D10 

BLASTX 

g4337210 

247 

6.0e-21 

107 

46 

(AC006403) hypothetical protein [Arabidopsis thaliana] 



26203 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



194788 

15471_1.R1039 

LIB3148-006-Q1-K1-E7 

BLASTX 

g3901014 

235 

3.0e-19 

55 
76 

(AJ130886) 
sylvatica] 



metallothionein-like protein class II [Fagus 



194789 

15473_1.R1039 

LIB3197-021-Q1-M1-H12 

BLASTX 

g3860272 

1221 

1.0e-140 

293 

83 

(AC005824) putative suppressor protein [Arabidopsis 
thaliana] >gi | 4314399 | gb IAAD15609 | (AC006232) putative skdl 
protein [Arabidopsis thaliana] 

194790 

15475_1.R1039 

LIB3135-032-Q1-K1-D11 

BLASTX 

g2832898 

1120 

1.0e-123 

246 

85 

(AJ000886) Tetrafunctional protein of glyoxysomal fatty 
acid beta-oxidation [Brassica napus] 

194791 

15480_2.R1039 
LIB3135-032-Q1-K1-D5 

194792 

15484_1.R1039 

uC-gsronu33B147fl0bl 

BLASTX 

gl370194 

417 

9.0e-41 

86 
95 

(Z73946) RAB8C [Lotus japonicus] 
194793 

15509_1.R1039 
uC-gsronu33B04 4g04bl 
BLASTX 
g3152660 
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BLAST score 


327 


IT \ra 1 no 




Lid L. Oil _L Ciiy t_ll 




o x nui. l. y 




inl^-di L/cocripi.ioii 


^Hruo^tDUoy \ji\x / pronem [nOitiO sapiens J 


CJorr Kfn 


1 QAl 

1 ;7*i / Z7*i 


Pnnf i rr T Pi 


1 ^ 1 di n^ci 
±0010 1 . Kiujy 


■J lltvJO U uui 


T TR^1 T^-Ofi Q— PI -PQ 


M^*h Vi or! 


RT.A^TNI 

0 xxtt.o X IN 


NCBI GI 


gl403661 


BLAST score 


60 


IL value 


DiUc 




J J J 


o lUcIlLl Ly 


0 O 


IN^Dl JJcSClipXlOil 


i-ixaijiaopsis inaiiana diuz protein (djluzj in.KiNi\ f coiripxetie cos 


OcC| • 1NO ♦ 


1-7*3 / ^0 


font* i rr Tfl 




J ilLU O L. Hi O X 


111 DO 1 *± O UJJ y 1 J\l 


Mpthod 


RT.ASTX 

J-JXJ^IO X z\ 




yx /uJiyj 


XJXj.ZT.lJ X O^UiC 


7QQ 


"P 1 T7"A lno 
ill V ClX U.CJ 




Ma-fr-Vi 1 print hi 


169 


& 1 riPTit" "i +■ v 


o u 


l^VyDX UCoUIlLy|,lUll 


RTOTTKT CJYNTHACJF fRTPTTM ^ YMTHPT A QT? N s >rrn 1 9 1 0 Q c: /i 7 1 «^ 1 1071901 
-LIN OILM IXrlOEi \ JD±KJ1 1LN O I IN 1 illij InOCj / /yi | £, XC.J0 1 * I \ piIT ] | O / 1^,UI 




JLJ1ULII1 oytilciSc fix auxUOpS 1 S tllallalla ^Q-*- 1 Iw^tOOlO ^UZ^l*i / j 




biotin sythase [Arabidopsis thaliana] >gi 11403662 (U31806) 




BI02 protein [Arabidopsis thaliana] >gi| 1769457 (L34413) 




Diotzm syntnase [AraDiaopsis tnaiianaj >gi|zzooyoo 




(aluuzoooj Diotm syntnase (Bio B) [AraJDiciopsis tnalianaj 




>gi 1 1589016 Iprf | I2209438A biotin synthase [Arabidopsis 




thaliana] 


OCy # IN • 


1 Q47 Qfi 


Pont* i rr T Ft 


KMQ i di mo 


c: r _Tnoc!f- ITQT 
0 IuOS L £jOi 


LIdjIjO- U 1\1-A1U 


oeq • LNO • 


1 CkA 7 Q7 
1^4 / y / 


UOncly XI) 


looiZ i.Kiujy 


R I _mnq t* h7CJT 
vJ iinjo U IjO x 


T TR*^1 "^R — H^^— Pil — Tfl _ 7\ 
LID j J. jO Uj j yl J\i Hj 


MpthinH 

LiC L11UU 


i->xxrt.O X A. 


NCBI GI 

LiOOX v_T-L 


rrd0nfift79 
yiuuuo / <i 


BLAST score 


311 


E value 


2.0e-28 


i v ia.ucii lenytn 


OA 

o u 


O lU.ttiiClL.y 


7^ 


lnwdi uescription 


(Z99707) methionyl aminopeptidase-like protein [Arabidopsis 




tnalianaj 


beg. no. 


iy4 / yo 


Contig ID 


15526 1.R1039 


5' -most EST 


g5047139 


Method 


BLASTX 


NCBI GI 


g746510 


BLAST score 


445 
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# 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



4.0e-44 

136 

59 

(U23517) similar to ubiquitin conjugating enzyme 
[Caenorhabditis elegans] 

194799 

15526__2.R1039 

LIB3196-017-P1-M1-G1 

BLASTX 

g746510 

292 

2.0e-26 

90 

56 

(U23517) similar to ubiquitin conjugating enzyme 
[Caenorhabditis elegans] 

194800 

15531JL.R1039 
LIB3145-030-Q1-K1-D5 

194801 

15531_2.R1039 
LIB3147-041-Q1-K1-E12 

194802 

15533J..R1039 
LIB3135-033-Q1-K1-B8 

194803 

15536_1.R1039 
LIB3135-033-Q1-K1-B7 

194804 

15538J..R1039 

LIB3135-037-Q1-K1-C11 

BLASTX 

g2499115 

447 

2.0e-44 

138 

62 

VACUOLAR ASSEMBLY PROTEIN VPS 41 HOMOLOG >gi 11835788 
(U86662) VPS 41 [Lycopersicon esculentum] 

194805 

15542_1.R1039 
LIB3147-035-Q1-K1-F1 

194806 

15551JL.R1039 

LIB3135-033-Q1-K1-D7 

BLASTX 

g4038044 

338 

1.0e-31 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 



99 
61 

(AC005936) unknown protein [Arabidopsis thaliana] 
>gi|4406788|gb|AAD20098| (AC006532) unknown protein 
[Arabidopsis thaliana] 

194807 

15567J..R1039 

uC-gs f ImaxxaO 7 6g0 4bl 

BLASTX 

g986969 

209 

4.0e-34 

173 
50 

(L28005) TGACG-motif-binding protein [Glycine max] 
194808 

15576_1.R1039 

uC-gsronu33B130cllbl 

BLASTX 

gl723242 

145 

7.0e-09 

51 

57 

HYPOTHETICAL 36.8 KD PROTEIN C26A3.16 IN CHROMOSOME T 
>gi| 1177363 1 emb|CAA93239i (Z69240) yeast dsk2 homolog, 
ubiquitin-like protein [Schizosaccharomyces pombe] 

194809 

15582_1.R1039 

LIB3146-033-Q1-K1-G11 

BLASTX 

g!36739 

151 

2.0e-09 

51 

65 

UTP — GLUCOSE- 1- PHOSPHATE URIDYLYLTRANSFERASE (UDP-GLUCOSE 
PYROPHOSPHORYLASE) (UDPGP) >gi I 67061 1 pir I I XNPOU 
UTP — glucose-l-phosphate uridylyltransf erase (EC 2.7.7.9) 
potato >gi|218001|dbj |BAA00570| (D00667) UDP-glucose 
pyrophosphorylase precursor [Solanum tuberosum] 

194810 

15582_2.R1039 
g5048417 

194811 

15587_1.R1039 
uC-gsflnu33B012c02bl 

194812 

15588_1.R1039 

uC-gsronu33B079al2bl 

BLASTX 
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NCBI GI 


gzyibyi / 


BLAST score 


491 


E value 


3.0e-49 


Match length 


220 


% identity 


46 


NCBI Description 


(ALUZ^UU4 ) nypotnericai protein kvuoooc LLYiycoDacterium 




tuberculosis ] 


Seq. No. 


194813 


Contig ID 


15592 1.R1039 


C T wAn4- TP om 

o -most Ebr 


uu— gsronuo^bi4 4 rizDi 


Method 




NCBI GI 


g2335098 


BLAST score 


269 


E value 


l . ue-^o 


Match length 


Q O 


% identity 


62 


NCBI Description 


(AC002339) unknown protein [Arabidopsis thaliana] 


Seq. No. 


194814 


Contig ID 


15594 1.R1039 


5 -most EoT 


LI do 14 b-UUo-yi-l\l-ii / 


Method 


BLASTX 


NCBI GI 


g2780365 


BLAST score 


225 


E value 


3. Oe-18 


Match length 


90 


% identity 


52 


NCBI Description 


(AB007693) Elongin C [Drosophila melanogaster] 


Seq. No. 


194815 


Contig ID 


15598_1.R1039 


5 -most EST 


g504o21u 


Method 


BLASTX 


NCBI GI 


g4309758 


BLAST score 


260 


E value 


3 . Oe-22 


Match length 


64 


% identity 


80 


NCBI Description 


(AC006217) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


194816 


Contig ID 


15599_1 . R1039 


5 -most EST 


LIBo 135-0 J4-Q1-K1-G11 


Method 


BLASTX 


NCBI GI 


g3327222 


BLAST score 


219 


E value 


9. Oe-18 


Match length 


122 


% identity 


40 


NCBI Description 


(AB014604) KIAA0704 protein [Homo sapiens] 


Seq. No. 


194817 


Contig ID 


15607 1.R1039 


5' -most EST 


g5049348 


Method 


BLASTX 


NCBI GI 


gl35053 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 



412! 

4.0e-40 

196 
46 

SULFITE OXIDASE >gi | 86440 I pir | | A34180 sulfite oxidase (EC 
1.8.3.1), hepatic - chicken 



Seq. No. 
Contig ID 
5 '-most EST 



194818 

15611_1.R1039 
LIB3135-034-Q1-K1-B6 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194819 

15612J..R1039 

g3326462 

BLASTX 

g3914239 

321 

1.0e-35 

164 
53 

PROTEIN PHOSPHATASE 2C ABI2 (PP2C) 

>gi 1 1945140 | embi CAA70163 1 (Y08966) ABI2 protein phosphatase 
2C [Arabidopsis thaliana] >gi 1 1945142 | emb I CAA70162 I 
(Y08965) ABI2 protein phosphatase 2C [Arabidopsis thaliana] 
>gi|2564213|emb|CAA72538| (Y11840) ABI2 [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



194820 

15613_1.R1039 
LIB3135-034-Q1-K1-B8 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194821 

15622JL.R1039 

LIB3165-007-P1-K1-H7 

BLASTX 

gl246823 

330 

2.0e-35 

122 

67 

(X89865) unknown [Phoenix dactylifera] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194822 

15633_2.R1039 

uC-gsflmaxxa047f09bl 

BLASTX 

g3860249 

403 

5.0e-39 

126 

67 

(AC005824) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



194823 

15636_1.R1039 

LIB3135-034-Q1-K1-E11 

BLASTX 
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NCBI GI 


g2706544 


BLAST score 


823 


TP tt^) 1 n o 
Ej vax Lie; 


2 Op-88 






% identity 


87 


NCBI Description 


(Y15899) Sigl [Sinapis alba] 


O ■ IN \J • 


194824 


t_-orjxxy J.JJ 


1 S6 AO 1 R1 D^Q 

1 JwrtU X • i\X U O J 


3 IlLOo L ILDx 
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Ma 1~ r^h 1 can /T"h Vi 
rid uuii xcii^ Lii 
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X «J J 
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v> / 
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rix\l: piULclIl rix dJJ ± U.(-?p o X o L-XlclXXclXlci 
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\ &t*i J f 1 \j ) riTS-JT piULclll [nl aUXUUpi3XD 


beq. LNO. 




conrxg iu 


1 RCQQ 1 D1 Pi ^ Q 


o most iiiO i 


XjXJDOXOO UOfi JT\.X 


lXlc LIlUU. 


nl iMiD X IN 


NCBI GI 


g886433 


BLAST score 


51 


E value 


X . Uc X J 


Ma^r^Vi ~\ a t> <^f ~H Vi 
naLCil Xcilyt.il 




% identity 


80 


NCBI Description 


A.thaliana mRNA for ARP protein 




1 Q4ft97 


uonriy xu 


IjDDj x.Kiuoy 


3 ItlOSt &b± 


LlDjljj Uj^i J\x uD 


o e q * in o . 


X _?ft 0 ^ 0 


Lontig iu 


i R^7n i pi q 

XOD/U X*KxUoi7 




LTB3145-044-O1-K1-G11 




"RT SCTY 


KTpOT (IT 
INV^D X VJ X 


yjj , i v x 


BLAST score 


167 


E value 


1.0e-ll 


ixiatcn xengt.n 


DO 


"5 xcieritxty 


JO 


L\\^lj ± L/coLlX^iLXUli 


( TUC^fX 0 4 9 6 0 \ Pnl" at" n tto mAnriaapphaT*i Ho 
^nLUU4iDU / JTU.L.CIL.XVC ILLUXIOO ClW^ixClX X(_IC 




L/iraoxciopsxs unaxxanaj 


beg. INO. 




Contig ID 


XOO/X l.RlUoy 


5' -most EST 


uC-gs f ImaxxaO 4 8 gO 8bl 


Method 


BLASTX 


NCBI GI 


g2492782 


BLAST score 


652 


E value 


2.0e-68 



26210 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



165 
68 

AL PHA-GALACT 0 S I DAS E PRECURSOR (MELIBIASE) 

(ALPHA- D-GALACTOS IDE GALACTOHYDROLASE) >gi 1504489 (L27992) 
alpha-galactosidase [Coffea arabica] 

194830 

15680_1.R1039 

LIB3148-057-Q1-K1-H10 

BLASTX 

g294845 

532 

5.0e-54 

208 
50 

(L13655) membrane protein [Saccharum hybrid cultivar 
H65-7052] 

194831 

15684JL.R1039 

uC-gsronu33B124c09bl 

BLASTX 

gl345642 

822 

5.0e-88 

288 
53 

FLAVONOID 3 1 , 5 1 -HYDROXYLASE 1 (F3 f 5 ! H) (CYTOCHROME P4 50 
75A1) (CYPLXXVA1) >gi I 629710 | pir || S38985 flavonoid 
3' , 5 '-hydroxylase Hfl - garden petunia 
>gi|311656|emb|CAA80266| (Z22545) flavonoid 
3 1 , 5 1 -hydroxylase [Petunia x hybrida] 
>gi|1853972|dbj |BAA03438| (D14588) 

flavonoid-3' , 5 '-hydroxylase [Petunia x hybrida] >gi 1 3426337 
(AF081575) flavonoid 3 ' , 5 ' -hydroxylase [Petunia x hybrida] 
>gi I 738772 |prf | I2001426B flavonoid 3 1 , 5 ' -hydroxylase 
[Petunia x hybrida] 

194832 

15685_1.R1039 
uC-gsronu33B149g04bl 

194833 

15690_1.R1039 

LIB3146-040-Q1-K1-D12 

BLASTX 

g2842486 

324 

5.0e-30 

105 

64 

(AL021749) putative protein [Arabidopsis thaliana] 
194834 

15693J..R1039 
LIB3196-030-P1-M1-C4 
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II 



beq. jno . 




ooncig iu 


±ot>y4 x.Kiuoy 


o most Hioi 


T TR^1 T^l — 09 ^— ni — PT1 —TT £ 

Lt±&3 J.f±3 UZ J yj_ J\.L ILO 


Tvfci - ) - Vi 

L11UU 




NCBI GI 


g2982466 


BLAST score 


253 


E value 


y . ue 


ixia ucn xengi-n 


y o 


% identity 




NCBI Description 


(AL022223) putative protein [Arabidopsis thaliana] 


Seq. No. 


ly4ooo 


contig ID 


i di noo 

iooyo i.Kiu^y 


O ILlOo L HiOl 


LlDjlj O UZO it J. L v l l b" 


Mot* Vi r\r^ 




NCBI GI 


g4406775 


BLAST score 


323 


E value 


z . ue z y 


Match length 




% identity 




NCBI Description 


(AC006836) unknown protein [Arabidopsis thaliana] 


beq. no. 


Iy4oo / 


contig id 


TC^Tfin t ni Aon 

iobyy_i .RiUoy 


0 ulOST- HjoI 




rieunou 




NCBI GI 


gl354849 


BLAST score 


419 


E value 


y . ue— 0 / 


Matcn lengtn 


1 / 1 


% identity 




NCBI Description 


(U57350) epoxide hydrolase [Nicotiana tabacum] 


Seq. No. 


194000 


Contig ID 


lO/lZ l.Riuiy 


0 "IHOSt bo! 


/t*5^9 CI A ft 


Mo t~ Vi **"\ W 


t5T TiCrny 
olxH.0 1 A 


NCBI GI 


g4103635 


BLAST score 


244 


E value 


4 . ue-zu 


Match length 


1Z4 


% identity 


37 


NCBI Description 


(AF026538) ABA-responsive protein [Hordeum vulgare 


beq. wo. 


iy4 0 jy 


uontig iu 


lo/zz i.Riujy 


5' -most EST 


LIB3148-002-P1-K1-G8 


Seq. No. 


194840 


Contig ID 


15724 1.R1039 


o -most EST 


LIB010D-010-P1-K1-B12 




DT 7i QTY 


NCBI GI 


g4107276 


BLAST score 


261 


E value 


2.0e-22 


Match length 


59 


% identity 


90 
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NCBI Description (X98506) acetyl-CoA synthetase [Solanum tuberosum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194841 

15732JL.R1039 

LIB3135-062-Q1-K1-F5 

BLASTX 

g548751 

213 

7.0e-17 

140 
38 

60S RIBOSOMAL PROTEIN L19 >gi i 1079135 | pir | | A61627 ribosomal 
protein L19 - fruit fly (Drosophila melanogaster) 
>gi I 400448 iemb|CAA527841 (X74776) ribosomal protein L19 
[Drosophila melanogaster] 



oeq. no. 


1 Q A Q A O 


Contxg ID 


15743 1.R1039 


5 ' -most EST 


LIB3135-036-Q1-K1-A5 


Seq. No. 


194843 


Contig ID 


15744 1.R1039 


o -most EoT 


goU4 /311 


Method 


BLASTX 


NCBI GI 


g3377517 


BLAST score 


354 


E value 


2 . Oe-33 


Match length 


211 


% identity 


37 


NCBI Description 


(AF073361) nitrate transport 


Seq. No. 


194844 


Contig ID 


15747_1.R1039 


5 -most EST 


LIB3 135-03 6-Q1-K1 -A3 


Seq. No. 


194845 


Contig ID 


15751 1.R1039 


5 T -most EST 


uC-gsronu33B163c01b2 


Method 


BLASTX 


NCBI GI 


g2642432 


BLAST score 


211 


E value 


7.0e-17 


Match length 


49 


% identity 


88 


NCBI Description 


(AC002391) putative elicitor 




protein (WRKY3) [Arabidopsis 


Seq. No. 


194846 


Contig ID 


15752 1.R1039 


5' -most EST 


uC-gsflmaxxa041dl2bl 


Method 


BLASTX 


NCBI GI 


g3776013 


BLAST score 


261 


E value 


2.0e-22 


Match length 


52 


% identity 


90 



[Arabidopsis thaliana] 



NCBI Description (AJ010470) RNA helicase [Arabidopsis thaliana] 



26213 



® 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

.Match length 

% identity 

NCBI Description 



194847 

15761_1.R1039 

LIB3135-036-Q1-K1-B8 

BLASTX 

g2688824 

272 

7.0e-28 

110 

68 

(U93273) putative auxin-repressed protein [Prunus 
armeniaca] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194848 

15771JL.R1039 

uC-gsflnu33B071h02bl 

BLASTX 

g2688824 

309 

8.0e-28 

126 

63 

(U93273) putative auxin-repressed protein [Prunus 
armeniaca] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194849 

15771_2.R1039 

uC-gsronu33b023d07bl 

BLASTN 

g2688823 

37 

4.0e-ll 

104 

88 

Prunus armeniaca putative auxin-repressed protein mRNA, 
complete cds 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194850 

15772_1.R1039 

uC-gsronu33B130f04bl 

BLASTX 

g3341697 

672 

1.0e-70 

160 
81 

(AC003672) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



194851 

15775_1.R1039 

uC-gsflnu33B025gl2bl 

BLASTX 

g2345100 

292 

2.0e-45 

175 

57 



26214 



NCBI Description 


(AF014465) Padl homolog [Schistosoma mansoni] 


Can Mn 


194852 


r* r\ T-i +■ -i rr TH 

UOiiXly ±U 


1 ^778 1 R1 fl^Q 
x o / / O J. . JTS.X u o ,? 


C 1 .m^of "COT 1 


T TR^lT^-DI 7-Ol -K"1 -Hi 1 
LiDjiy j ui / r\.x nxx 




X .7 1 O JJ 




1 c i77Q 1 Rl O^Q 

1J / / J X • I\X U O -? 


«J lLL^O L. ill O X 


LIB3135-036-O1-K1-D3 




BLASTX 


NCBI GI 


g627469 


BLAST score 


167 


F. "va 1 n e± 

£j v al Lie 


1. Oe-11 


Lid L. Oil j-ciiy L,1I 


109 


•6 laeiiLiLy 


7 


INL'lSX UcoCXXpulUIl 


>i Trnnf hot" ■] pal intT\i~ oi n 9 — hnmp n f i*r^ rnnf^n t" \ 
LLy^SKj L-ilC L 1L> O.X £JXUUtJXII £. llLULLdil ^ x jl ayiucu u. / 


Q a rt Ma 

oeq. iNO • 


X -7*± Q .J T 


^onuxg 1U 


lj / ou x.r\xuo_7 


«J ILLVJo 1— DO J. 


LIB3135-036-O1-K1-D4 






NCBI GI 


g3757522 


BLAST score 


513 


sL VcL-LUe 




Match length 




% identity 


67 


NCBI Description 


(AC005167) putative splicing factor [Arabidopsis thaliana; 


O r> /t KFrt 

ocq • INO • 




^OnT-ly JLU 


1 R7fl^ 1 R1 n^Q 


D IIIUS L £iO 1 


t tr^i ^R-n?^— m -Ki -n7 


oeq. wo . 


1 Q4ft 

X OJO 


Lontig xu 


1 C17P ^ 1 Rl n^Q 




T.TR^I^S-D^fi-DI —PCI -FR 

IllDJl J J UJO S^X £VX ij J 






TapDT (IT 




oj_ii\o i score 




E value 


2.0e-42 


Match length 


139 


^ x vj^cl i l. x l. y 




XNL*J3X UcbLIipLlUU 


^uuj / Ol j iL^U2tXLic3 iiyux vjxdoc; i_vjxyo_Liic iuaA j 




^>rri 1 97 64 1 omh ! PAA c iR9Q^ i ^Y7ftS471 pnnvinp hvHrnl 




[Glycine inax] 


beg. ino. 


1 Ok A Q R7 


uontiig ±u 


1 R7QQ 1 TJ1 n"3Q 


R r .mno-l- TPQT 
O IUOSL HjOI 


Jj1djXjj"UjO ^x i\x riXx 


rue L11UU 




NCBI GI 


a2665890 


□lino j. 


688 


E value 


1.0e-72 


Match length 


154 


% identity 


84 


NCBI Description 


(AF035944) calcium-dependent protein kinase [Fragaria x 




ananas sa] 



26215 



Seq. No. 
Contig ID 
5 1 -most EST 



194858 

15794JL.R1039 
LIB3135-036-Q1-K1-E7 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



194859 

15799_1.R1039 

LIB3147-033-Q1-K1-E5 

BLASTX 

g4263721 

778 

3.0e-86 
172 
96 

(AC006223) 
thaliana] 



putative DNA repair protein RAD50 [Arabidopsis 



194860 

15806_1.R1039 
LIB3135-036-Q1-K1-G5 

194861 

15807_1.R1039 

LIB3135-036-Q1-K1-G10 

BLASTX 

g2826884 

523 

3.0e-53 

189 

59 

(AJ223635) transcription factor IIA large subunit 
[Arabidopsis thaliana] 

194862 

15815JL.R1039 
LIB3135-036-Q1-K1-G7 

194863 

15822_2.R1039 
uC-gsf Imaxxal06gl2bl 

194864 

15837JL.R1039 

LIB3145-058-Q1-K1-H7 

BLASTX 

g461729 

414 

2.0e-40 

97 

77 

10 KD CHAPERONIN 
>gi|2146744|pir| 
Arabidopsis thaliana >gi 1166662 
[Arabidopsis thaliana] 



(PROTEIN CPN10) (PROTEIN GROES) 
S65597 probable chaperonin, 10K - 

(L02843) 10 kDa chaperonin 



194865 

15848_1.R1039 
LIB3196-032-P1-M1-A9 



26216 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



BLASTX 

g683553 

296 

2.0e-26 

124 

53 

(Z48450) oleosin-like protein [Citrus sinensis] 

>gi 1 1582679 |prf | | 2119230A oleosin homolog [Citrus sinensis] 

194866 

15855_1.R1039 

LIB3149-027-Q1-K1-D6 

BLASTX 

g2911044 

193 

4.0e-20 

121 

49 

(AL021961) putative protein [Arabidopsis thaliana] 
194867 

15866J..R1039 
LIB3135-037-Q1-K1-E3 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194868 

15867JL.R1039 

LIB3148-054-Q1-K1-A10 

BLASTX 

g2129496 

669 

2.0e-70 

143 

87 

acetolactate synthase 
upland cotton 



(EC 4.1.3.18) precursor (clone A19) - 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq, No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



194869 

15871_1.R1039 

LIB3189-045-P1-K1-E3 

BLASTX 

g4457219 

306 

6.0e-28 

105 

66 

(AF1277 96) acyl carrier protein [Capsicum chinense] 
194870 

15878JL.R1039 
LIB3146-025-Q1-K2-B7 

194871 

15880_1.R1039 

LIB3135-037-Q1-K1-F5 

BLASTX 

gl931647 

283 



26217 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 r -most EST 



6.0e-25 

71 

77 

(U95 973) endomembrane protein EMP70 precusor isolog 
[Arabidopsis thaliana] 

194872 

15886_1.R1039 

LIB3147-007-Q1-K1-A1 

BLASTX 

g2632254 

249 

3.0e-27 

129 

56 

(Y12465) serine/threonine kinase [Sorghum bicolor] 
194873 

15886J7.R1039 
LIB3149-027-Q1-K1-D5 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194874 

15886_11.R1039 

LIB3196-054-P1-M1-E10 

BLASTX 

g3080416 

413 

2.0e-40 

96 

88 

(AL022604) UDP-galactose transporter - like protein 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



.R1039 

-007-P1-K1-C2 



194875 
15895_1. 
LIB3272- 
BLASTX 
g3881649 
478 

5.0e-48 

89 

90 

(Z70757) Similarity to yeast hypothetical protein PIR 
accession number S52511; cDNA EST EMBL:D73067 comes from 
this gene; cDNA EST EMBL:D74461 comes from this gene; cDNA 
EST EMBL:D76044 comes from this gene; cDNA EST yk504c7.3 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194876 

15895_2.R1039 

LIB3135-049-Q1-K1-B1 

BLASTN 

g871468 

101 

3.0e-49 

291 

92 

H.annuus mitochondrion genes trnH and trnE 



26218 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194877 

15895_4.R1039 

LIB3135-037-Q1-K1-H1 

BLASTX 

g3881649 

431 

2.0e-42 

86 

86 

(Z70757) Similarity to yeast hypothetical protein PIR 
accession number S52511; cDNA EST EMBL:D73067 comes from 
this gene; cDNA EST EMBL:D744 61 comes from this gene; cDNA 
EST EMBL:D76044 comes from this gene; cDNA EST yk504c7.3 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194878 

15900_1.R1039 

LIB3135-037-Q1-K1-H6 

BLASTX 

g2677830 

544 

6.0e-56 

115 

93 

(U93168) ribosomal protein L12 



[Prunus armeniaca] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194879 

15903JL.R1039 

LIB3272-023-P1-K1-C12 

BLASTX 

g4371282 

739 

1.0e-78 

163 
87 

(AC006260) 
thaliana] 



putative 60S ribosomal protein L12 [Arabidopsis 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194880 

15903_2.R1039 

LIB3189-001-P1-K1-C12 

BLASTN 

g2677829 

92 

3.0e-44 

344 

82 

Prunus armeniaca ribosomal protein L12 mRNA, complete cds 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



194881 

15904_1.R1039 

uC-gsflmaxxa026d06bl 

BLASTX 

g3426045 

331 

1.0e-30 
147 



26219 



% identity 51 

NCBI Description (AC005168) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



194882 

15907_1.R1039 
LIB3135-038-Q1-K1-A2 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194883 

15911_1.R1039 

LIB3149-017-Q1-K1-E3 

BLASTX 

g627424 

4 97 

6.0e-50 

197 

49 

dolichyl-diphosphooligosaccharide—protein glycotransf erase 
(EC 2.4.1.119) 50kD subunit - human >gi | 2135018 |pir M S66254 

dolichyl-diphosphooligosaccharide — protein glycotransf erase 
(EC 2.4.1.119) 50K chain - human 



Seq. No. 

Contig ID 
5 1 -most EST 



194884 

15912JL.R1039 
LIB3166-038-P1-K1-B6 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



194885 

15923J..R1039 
uC-gsflnu33B057fl0bl 

194886 

15923_2.R1039 
LIB3148-054-Q1-K1-E10 



Seq. No. 
Contig ID 
5 '-most EST 



194887 

15923_3.R1039 
LIB3272-001-P1-K1-A3 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194888 

15925__1.R1039 

LIB3147-031-Q1-K1-G5 

BLASTX 

g3062806 

426 

7.0e-42 

134 

57 

(D86198) dolichol-phosphate-mannose synthase [Homo sapiens] 
>gi | 4503363 | ref | NP__003850 . 1 1 pDPMl i UNKNOWN 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



194889 

15935_1.R1039 

g5046978 

BLASTX 

g4510345 

394 

8.0e-38 
178 



26220 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
S'-most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46 

(AC006921) unknown protein [Arabidopsis thaliana] 
194890 

15935_3.R1039 

LIB3149-028-Q1-K1-B7 

BLASTX 

g4510345 

275 

5.0e-24 

63 

75 

(AC006921) unknown protein [Arabidopsis thaliana] 
194891 

15949_1.R1039 
LIB3135-038-Q1-K1-E3 



194892 

15950_1.R1039 

LIB3135-038-Q1-K1-E4 

BLASTX 

g3135261 

263 

1.0e-22 

100 

58 

(AC003058) putative 18, 
[Arabidopsis thaliana] 



5 KDa class I heat shock protein 



Seq. No. 
Contig ID 
5' -most EST 



194893 

15954_1.R1039 
LIB3135-038-Q1-K1-F11 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194894 

15957_1.R1039 

LIB3147-009-Q1-K1-A4 

BLASTX 

g3212862 

467 

1.0e-46 

122 
70 

(AC004005) putative riboflavin synthase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



194895 

15959_1.R1039 
LIB3135-038-Q1-K1-F6 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



194896 

15960JL.R1039 

g3326474 

BLASTX 

g3169012 

358 

1.0e-49 



26221 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



181 
57 

(AJ002610) putative calmodulin binding transporter protein 
[Hordeum vulgar e] 

194897 

15966JL.R1039 

g5046067 

BLASTX 

g3242659 

740 

2.0e-78 

151 

91 

(AB015599) spermidine synthase [Coffea arabica] 
194898 

15976JL.R1039 

uC-gsflnu33B094bl2bl 

BLASTX 

g2980793 

274 

3.0e-24 

115 
43 

(AL022197) putative protein [Arabidopsis thaliana] 
194899 

15977_1.R1039 

LIB3145-04 6-Q1-K1-H4 

BLASTN 

g3821780 

36 

1.0e-10 

36 

100 

Xenopus laevis cDNA clone 27A6-1 
194900 

15981_1.R1039 
LIB3147-037-Q1-K1-F12 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



194901 

15985_1.R1039 
LIB3135-055-Q1-K1-E7 

194902 

15988_1.R1039 

LIB3147-047-Q1-K1-C10 

BLASTX 

gl362009 

508 

2.0e-51 

120 
54 



NCBI Description ubiquitin-like protein 7 - Arabidopsis thaliana 



26222 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5 '-most EST 



194903 

15988_2.R1039 

uC-gs f lmaxxa 0 1 ObO 3b 1 

BLASTX 

g!362009 

662 

2.0e-69 

154 

88 

ubiquitin-like protein 7 



- Arabidopsis thaliana 



194904 

15991JL.R1039 

LIB3135-039-Q1-K1-B10 

BLASTX 

gl934730 

353 

2.0e-33 

90 

73 

(U95036) germin-like protein [Arabidopsis thaliana] 
194905 

15998_1.R1039 
LIB3135-050-Q1-K1-C12 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194906 

16001J..R1039 

uC-gsflnu33B055d02bl 

BLASTX 

g400650 

200 

3.0e-15 

96 

43 

NADH-UBIQUINONE OXIDOREDUCTASE 13 KD-B SUBUNIT (COMPLEX 
I-13KD-B) (CI-13KD-B) (B13) >gi | 346535 | pir | | S28244 NADH 
dehydrogenase (ubiquinone) (EC 1.6.5.3) chain CI-B13 - 
bovine >gi | 238 | emb | CAA4 4903 | (X63218) NADH dehydrogenase 
[Bos taurus] 



Seq. No. 
Contig ID 
5 '-most EST 



194907 

16001_2.R1039 
LIB3197-041-Q1-M1-G7 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194908 

16001_3.R1039 

LIB3147-003-Q1-K1-B11 

BLASTX 

g2827713 

376 

3.0e-36 

126 

63 

(AL021684) pyridoxal-phosphate-dependent aminotransferase 
like protein [Arabidopsis thaliana] 



26223 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 T -most EST 

Method * 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194909 

16003_1.R1039 

g5044838 

BLASTX 

g2129726 

970 

1.0e-105 

224 
83 

RNA polymerase II third largest chain RPB35.5A - 
Arabidopsis thaliana >gi 1514318 (L34770) RNA polymerase II 
third largest subunit [Arabidopsis thaliana] 
>gi|4544370|gb[AAD22281.1|AC006920_5 (AC006920) RNA 
polymerase II, third largest subunit [Arabidopsis thaliana] 



194910 

16020J..R1039 

LIB3135-039-Q1-K1-D9 

BLASTX 

gl082211 

241 

5.0e-20 

199 

4 

ankyrin 3, long form - human >gi I 
[Homo sapiens] 



608025 (U13616) ankyrin G 



194911 

16027JL.R1039 

g3326052 

BLASTX 

g3287857 

723 

2.0e-76 

263 

55 

3-HYDROXYBUTYRYL-COA DEHYDROGENASE (BETA-HYDROXYBUTYRYL-COA 
DEHYDROGENASE) (BHBD) >gi | 1209052 (U32229) HbdA 
[Bradyrhizobium japonicum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



194912 

16028_1.R1039 

LIB3272-020-P1-K1-D12 

BLASTX 

g4262154 

730 

2.0e-77 

194 

77 

(AC005275) putative protein phosphatase regulatory subunit 
[Arabidopsis thaliana] 

194913 

16030J..R1039 

LIB3135-039-Q1-K1-F12 

BLASTN 

g3821780 



26224 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%. identity 

NCBI Description 



36 

1.0e-10 

47 
49 

Xenopus laevis cDNA clone 27A6-1 
194914 

16042_1.R1039 

LIB3165-051-Q1-K1-G6 

BLASTX 

g4539262 

171 

7.0e-12 

112 

35 

(AL049495) conserved phosducin-like hypothetical protein 
[Schizosaccharomyces pombe] 



Seq. No. 
Contig ID 
5' -most EST 



194915 

16048_1.R1039 
LIB3135-039-Q1-K1-H11 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194916 

16052_1.R1039 

LIB3147-001-Q1-K2-G12 

BLASTX 

g549742 

145 

6.0e-09 

58 

41 

HYPOTHETICAL 47.4 KD PROTEIN IN PAS1-MST1 INTERGENIC REGION 
>gi|539215|pir| IS38032 hypothetical protein YKL195w - yeast 
(Saccharomyces cerevisiae) >gi | 486347 | emb | CAA82039 | 
(Z28195) ORF YKL195w [Saccharomyces cerevisiae] 



Seq. No. 


194917 


Contig ID 


16054 1.R1039 


S'-most EST 


LIB314 6-007-Q1-K1-A5 


Method 


BLASTX 


NCBI GI 


g3687251 


BLAST score 


576 


E value 


3.0e-59 


Match length 


143 


% identity 


76 


NCBI Description 


(AC005169) unknown protein 


Seq. No. 


194918 


Contig ID 


16054 2.R1039 


5 '-most EST 


LIB3147-035-Q1-K1-F3 


Method 


BLASTX 


NCBI GI 


g3687251 


BLAST score 


579 


E value 


1.0e-59 


Match length 


143 


% identity 


78 


NCBI Description 


(AC005169) unknown protein 



[Arabidopsis thaliana] 



26225 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194919 

16055_1.R1039 

LIB3272-009-P1-K1-C8 

BLASTX 

g529353 

320 

2.0e-48 

213 

45 

(U12757) diphenol oxidase [Acer pseudoplatanus] 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194920 

16066JL.R1039 

LIB3135-040-Q1-K1-B12 

BLASTX 

g480618 

545 

6.0e-56 

129 

80 

ATAF1 protein - Arabidopsis thaliana (fragment) 
>gi|1345506|emb|CAA52771| (X74755) ATAF1 [Arabidopsis 
thaliana] 



Seq. No. 


T Q A GO 1 


tontig id 


lOUD / I.KIUj!? 


5 '-most EST 


LIB3135-040-Q1-K1-B3 


Method 


BLASTN 


NCBI GI 


g398603 


BLAST score 


95 


E value 


7.0e-46 


Match length 


358 


% identity 


82 


NCBI Description 


A. thaliana ATAF1 mRNA 


Seq. No. 


194922 


Contig ID 


16069 1.R1039 


5 '-most EST 


LIB3145-033-Q1-K1-A1 


Method 


BLASTX 


NCBI GI 


gl420887 


BLAST score 


167 


E value 


1.0e-ll 


Match length 


72 


% identity 


46 


NCBI Description 


(U34334) non-specific 




[Phaseolus vulgaris] 


Seq, No. 


194923 


Contig ID 


16069 2.R1039 


5' -most EST 


LIB3135-040-Q1-K1-B5 


Method 


BLASTX 


NCBI GI 


gl420887 


BLAST score 


141 


E value 


3.0e-09 


Match length 


68 


% identity 


51 



26226 



NCBI Description (U34334) non-specific lipid transfer-like protein 
[Phaseolus vulgaris] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194924 

16073J..R1039 

uC-gsflnu33B056d09bl 

BLASTX 

gll72816 

740 

3.0e-80 

180 

88 

60S RIBOSOMAL PROTEIN L11A (L16A) >gi I 624938 | emb | CAA57 395 | 
(X81799) ribosomal protein L16 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194925 

16073_2.R1039 

g5048774 

BLASTX 

gll72817 

783 

2.0e-83 

181 

86 

60S RIBOSOMAL PROTEIN L11B (L16B) >gi | 550547 | emb | CAA57 396 i 
(X81800) ribosomal protein L16 [Arabidopsis thaliana] 
>gi I 4539392 | emb | CAB37458.il (AL035526) ribosomal protein 
Lll, cytosolic [Arabidopsis thaliana] 



Seq. No. 


194926 


Contig ID 


16077JL.R1039 


5' -most EST 


uC-gsf Imaxxa054el0bl 


Method 


BLASTX 


NCBI GI 


g4336205 


BLAST score 


492 


E value 


3.0e-49 


Match length 


260 


% identity 


41 


NCBI Description 


(AF077372) cytochrome b5 reductase [Zea 


Seq. No. 


194927 


Contig ID 


16079 1.R1039 


5' -most EST 


LIB3135-040-Q1-K1-C4 


Method 


BLASTX 


NCBI GI 


g2829894 


BLAST score 


309 


E value 


7.0e-28 


Match length 


226 


% identity 


51 


NCBI Description 


(AC002311) Unknown protein [Arabidopsis 


Seq. No. 


194928 


Contig ID 


16084 1.R1039 


5' -most EST 


g5050260 


Method 


BLASTX 


NCBI GI 


gll2925 


BLAST score 


231 



26227 



E value 
Match length 
% identity 
NCBI Description 



5.0e-19 

134 

40 

41-2 PROTEIN ANTIGEN PRECURSOR >gi | 320938 | pir 1 | A45503 41-2 
protein antigen precursor - Plasmodium falciparum 
>gi 1 160039 (J04 656) 41-2 protein antigen [Plasmodium 
falciparum] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194929 

16087_1.R1039 
LIB3147-049-Q1-K1-E7 

194930 

16089_1.R1039 

uC-gsronu33B021f07bl 

BLASTX 

gl!69199 

596 

1.0e-61 

172 

65 

DNA-DAMAGE-REPAIR/TOLERATION PROTEIN DRT102 
>gi|479739|pir| IS35271 hypothetical protein - Arabidopsis 
thaliana >gi 1 166928 (L11368) [Arabidopsis thaliana 
unidentified mRNA sequence, complete cds.], gene product 
[Arabidopsis thaliana] 

194931 

16098_1.R1039 

LIB3149-044-Q1-K1-A11 

BLASTX 

g2648032 

1013 

1.0e-110 
279 
68 

( AJ0 01374) alpha-glucosidas e 



[Solanum tuberosum] 



Seq. No. 
Contig ID 
5 '-most EST 



194932 

16101_1.R1039 

uC-gsflmaxxa088e06bl 

BLASTX 

gll4682 

719 

8.0e-76 

219 

67 

ATP SYNTHASE DELTA CHAIN, MITOCHONDRIAL PRECURSOR 
(OLIGOMYCIN SENSITIVITY CONFERRAL PROTEIN) (OSCP) 
>gi 1 100471 1 pir | IA35227 H+-transporting ATP synthase (EC 
3.6.1.34) gamma chain precursor, mitochondrial - sweet 
potato >gi | 168270 (J05397) F-l-ATPase delta subunit 
precursor {EC 3.6.1.3) [Ipomoea batatas] 

194933 

16107_1.R1039 
uC-gsf Imaxxa040al0bl 



26228 







NCBI GI 


gl209703 


BLAST score 


1385 


Hi va±uc 


1 . Oe-154 


iictL.i-'ii. xciiy u-ii 


389 


% identity 


65 


NCBI Description 


(U40489) maize gll homolog [Arabidopsis thaliana] 




X -7 *± _7 .J *± 




1 non 1 Rl O^Q 


D ItlOSU Hi OX 


y D U 4 / UUO 


0S4. IN O « 




P^nf n rt TFl 

ouiiuiy iu 


1 fil 9fi 1 Rl fHQ 


5 1 -most EST 


LIB3135-04 0-O1-K1-H1 




BLASTX 


NCBI GI 


g4262181 


BLAST score 


167 


III Value 


^ » 11 




77 


^ iaeni.n,y 


R£ 


ncdi ue script ion 


f nrfin R Rfift \ *37AQ£ raraKiH^nc-l q f Vial -1 anal 


oeq. JNO. 




oonmg 11J 


1D1Z / l,i\lUOi7 




T,TR^1^R-09R-P1 -K1 -DR 
iiiDjiy j it x rvx uj 


Method 




NCBI GI 


— O yi QO A QA 

g^4 y^4 :?4 


tsLAbi. score 


4 Z D 


P TT2S 1 in /a 

Hi va±uc 


7 . Oe-42 


Match length 


110 


% identity 


74 




^FRTKfF raRRnVYPFPTTnA^P TT — 9 PRFT^nR^OR (TP— rVTTT 7\ 


-^y X | 013JJ1 | DDz> | ljjjj / n luX X ■ £. — SCI, XI it; UalJJUAypcp L-XVJ.ca.Oc; 




T HnrHanm ttii 1 /ta ra=Ka y 1 a<t ^1 tt ZXlovio al on yon 0 P*aT"i"i~TiH^ 4^1 

Lnorueuitt vuiydic — -Udxicyj ov. nXcAio/ aicuiuuc/ ircLy uxtit; / u' 




aa] 


O VTrt 

oeq. lno . 


1 ^74 ^ -3 / 


ooneig ijj 






T TR^I^R-OOP-PI -K1 —PI fl 


rieunou 


DT ACTY 

ljIltio 1 A 


NCBI GI 


gl!71577 


BLAST score 


1618 


E Vcilti© 


U • UCt u V 


1x1a ten xencj in 




% identity 


7 Q 
/ C> 


NCBI Description 


vAi70o4oj nypersensiLiviLy-reiatea gene LiNicouiana uaDa.cuaij 


O rt rt- "NT 

oecj. wo. 


1 OA Q*5Q 

i y 4 y jo 


^* , rt-»»\4--! ^» TH 

oonnig iu 


iDijl l.Kiuoy 


J iU(Jo L. DO 1 


T TP^I 4R-D^1 -Ol -TCI —CI 

lilDJliO UJl yi iVX \3 / 


MAthrirl 


RT.ASTX 


NCBI GI 


g2642638 


BLAST score 


930 


E value 


1.0e-100 


Match length 


206 


% identity 


86 
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NCBI Description 



(AF032472) ADP-glucose pyrophosphorylase large subunit 1 
[Citrullus lanatus] 



beq. no. 


J. Z/*± -7 »J -7 


Contig ID 


loLoZ l.KlUoy 


5' -mo st EST 


goU4oy4 y 


Seq. No. 


i y4 y 4 u 


Contig ID 


IdIjj JL.KlUJy 


5'' -most EST 


LIB3135-040-Q1-K1-H3 


Method 


BLASTX 


NCBI GI 


g^z /ozU4 


BLAST score 


1 QC 

lob 


E value 


l , ue-io 


Match length 


83 


-s identity 


40 


NCBI Description 


(Acuuzoo / j jjna Dinamg protein i 




thaliana] 


beg. No. 


1 Q/l Q/I 1 

i y 4 y4 1 


Contig ID 


16134 1.R1039 


5' -most EST 


LIB3135-040-Q1-K1-H4 


Method 


BLASTX 


NCBI GI 


_o 1 1 C CO 1 

gol /obol 


BLAST score 


160 


E value 


7 . Oe-11 


Match length 


yl 


% identity 


42 


NCBI Description 


(AC003671) F1707.ll [Arabidopsis 


Seq. No. 


194942 


Contig ID 


Xbl4o l.KlUoy 


5" -most EST 


LIB3147-034-Q1-K1-D11 


Method 


BLASTN 


NCBI GI 


g3334857 


BLAST score 


O O Q 


E value 


1.0e-132 


Match length 


371 


% identity 


yz 


NCBI Description 


Solanum tuberosum mitochondrial 




genes 


Seq. No. 


iy4 y4o 


Contig ID 


ibiou i.Kiuoy 


5' -most EST 


LIB3135-041-Q1-K1-B10 


Seq. No. 


iy4y44 


Contig ID 


16159__1 -R1039 


5' -most EST 


LIB3145-058-Q1-K1-B4 


Seq. No. 


194945 


Contig ID 


16162 1.R1039 


5' -most EST 


LIB3197-045-Q1-M1-A1 


Method 


BLASTX 


NCBI GI 


g3342798 


BLAST score 


635 


E value 


5.0e-66 



trnNl, trnY, nad2 
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Ma 4- 1 on/r^Vi 

nctt.v_,ii xcny un 


192 




& "i H on"t~ i i~ \/ 


62 




KTPRT Dc> ^sor* i nt" i on 


(AF061240) alutamine cvclotransf erase precursor [Carica 






nana \T7* 1 
W CL cl _y CI J 




Con Wo 


194946 




V^OIitly XU 


1 n"ln"3 1 R1039 




S'-mosr EST 


uC-asf Imaxxa043cl0bl 




l\/To"f~ n oo* 

L W IC L-l lL^LX 


BLASTX 




VfPpT {IT 


y*±*j-j»j fj-L 




BLAST score 


602 




E value 


2.0e-62 




rid L. Oil icil^ in 


139 






■j £• 




NCBI Description 


(AC006284) putative methyltransf erase [Arabidopsis 






thaliana] 






194947 




/"sn -h -i rr T Pi 


1U1 i Z. X • £\X U J J 




C 1 _TY\^l C+" tTCT 

0 IhOSl. CjO 1 


t TR?i^^-n4i -oi -ki -ni 1 




beg. jno . 






Lontiy iu 






C. I -mricji- TTQT 

.J ILlvJO L. HiU X 


LTB3l'47-028-01-Kl-Cll 




i It? L-llwVJ. 


RT.ASTX 




NCBI GI 


g2213558 




BLAST score 


254 


y " 


Hi Value 


X • U tJ ^ X 




rid Lull _LtiiiyL.il 


1 21 




% identity 


44 




NCBI Description 


(Z97052) hypothetical protein [Schizosaccharomyces pombe] 






x y *i -/ *± 




uontixg il> 


1 £1 ft 9 1 P1 H^Q 

XOXOZ I,I\1Uj3 




O IUOo L iliO 1 


T TR^I^S-fldl -HI — KI -F2 




Q_a/-r Kfo 


X _7 *± J JU 




/~* y-xr-i H — ! r» T Pi 

LOIltly ID 


i (=;i ft^ i ri n^Q 




S * -mnqt F^T 

sj llLUo L. IjO X 


LTB313^5-041-Ol-Kl-E4 

JjlO J X J J U *± X X- L\.X, Xj*S 




rJcLnuu 


DxxriO 1A 




NCBI GI 


g3135997 




BLAST score 


185 




Hi VclxU.c; 


1 0^-1 3 




Mai - oh 1 on h 


1 20 

X u 




■3 lQennicy 


JO 




'NT/*" 1 "O X Pt_i e o v* "i "ot" i on 


^aT.n9?RfiQ^ h\mnhhpr-i ral nrote>in f SchizosaccharoiTivces poirib 




oeg. ino * 


1 QAQRI 

X _/Tt 331 




Lontig iu 








T.TR^I d^-nsn-OI -K1 -C9 

lilDJl'i J VJ sj \J V X IV X 




Metnoa 


TJT 7V nmv 

oixRb 1 A 




m w i_y _l w x. 


a-2244847 




BLAST score 


843 




E value 


3.0e-90 




Match length 


300 




% identity 


61 




NCBI Description 


(Z97337) hydroxyproline-rich glycoprotein homolog 



26231 




[Arabidopsis thaliana] 



O c; * V* \J * 


194952 


uoivcig xu 




5 '-most EST 


uC-gsflnu33B005g09bl 


Method 


BLASTN 


INUtSl \jl 




bLAoi score 




E value 


j . ue u ^? 


Match length 


04 


C^ i W v*» 4— t -t- » » 

S XQeirulT-y 


-3 ./ 


nljdi Description 


"HnTna-n Hint- wr*OTih i Tin fRTVR^ TTlRNA . POTTlDlete CdS 


oeq. ino ■ 


1 94953 
j. j *± *j 






5 T -most EST 


LIB3166-022-P1-K1-F11 


Method 


BLASTX 




rrl 1 61 ^7^ 


BLAST score 


a no 


E value 


o . ue o j 


Match length 


1Z j 


^ icienxiT-y 


O ( 


Ntbi uescripmon 


fVQAQA1\ Vi AmonhriY [* T,v , r , n , n<=*r i c? "i rTm pqrnl pn1~nTn1 


beg. JNO. 




uorvcig iu 


1 61 QR 1 Rl fi "3 Q 


5 T -most EST 


LIB3189-052-P1-K1-F4 


Method 


BLASTX 


NCBI GI 


goiz 0 / 40 


BLAST score 


C O A 

530 


E value 


0 . ue-o4 


Match length 


dXZ 


% identity 


A 6 


jNCbi Description 


^riJDU10rt4 / ) alUIUHlUiLl XIlUU.t--t;U. [oiasoiua iia^uoj 


oec[. wo* 




uoncig xu 


1 61 QR 9 Rl fl^Q 


5' -most EST 


LIB3272-014-P1-K1-E10 


Method 


BLASTX 


NLdI bl 


goizo / 40 


BLAST score 




E value 


2.0e-31 


Match length 


152 


% identity 


A A 
4 4 


NCBI Description 


^ril3Ulj44 / ; aiUIUlIlUIU lliUUucU [DidDaiua iidj^uoj 


Seq. No. 


iy4yoo 


contig id 


loiyo x.Kiujy 


5 -most EST 


L1B014 y— uzu— yi— i\i-by 


Seq. No. 


194957 


Contig ID 


16199 1.R1039 


5 '-most EST 


LIB3147-051-Q1-K1-F3 


Method 


BLASTX 


NCBI GI 


g3548818 


BLAST score 


702 


E value 


3.0e-74 



26232 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



154 
82 

(AC005313) unknown protein [Arabidopsis thaliana] 
194958 

16200_1.R1039 
LIB3146-004-P1-K1-E7 

BLASTX 

g4263528 

150 

3.0e-09 

132 

33 

(AC004044) predicted protein of unknown function 
[Arabidopsis thaliana] 

194959 

16203_1.R1039 

uC-gsflnu33B012f02bl 

BLASTX 

g3023847 

1571 

1.0e-175 

324 

90 

GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE 
PROTEIN >gi|2385376|emb|CAA69934| (Y08678) G protein beta 
subunit-like [Medicago sativa] 



Seq. No. 


194960 


Contig ID 


16203 2.R1039 


5' -most EST 


LIB3146-022-Q1-K1-D8 


Method 


BLASTX 


NCBI GI 


g3023858 


BLAST score 


1386 


E value 


1.0e-154 


Match length 


301 


% identity 


52 


NCBI Description 


GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE 


PROTEIN >gi 11256608 (U44850) G protein beta subunit 




[Glycine max] 


Seq. No. 


194961 


Contig ID 


16213 1.R1Q39 


5' -most EST 


LIB3135-041-Q1-K1-H4 


Seq. No. 


194962 


Contig ID 


16220 1.R1039 


5 '-most EST 


LIB3135-042-Q1-K1-A3 


Seq. No. 


194963 


Contig ID 


16225 1.R1039 


5' -most EST 


LIB3145-050-Q1-K1-H7 


Method 


BLASTX 


NCBI GI 


g2218150 


BLAST score 


846 


E value 


5.0e-91 



26233 




Match length 176 
% identity 87 
NCBI Description (AF005278) type 
unguiculata] 




Ilia membrane protein cp-wapll [Vigna 



Seq. No. 194964 

Contig ID 16228J..R1039 

5 '-most EST uC-gsf Imaxxa069a08bl 

Method BLASTX 

NCBI GI g2497953 

BLAST score 224 

E value 2.0e-18 

Match length 131 

% identity 38 

NCBI Description MOLYBDO PTERIN BIOSYNTHESIS CNX1 PROTEIN (MOLYBDENUM 

COFACTOR BIOSYNTHESIS ENZYME CNX1) >gi 1 1263314 (L47323) 
molybdenum cofactor biosynthesis enzyme [Arabidopsis 
thaliana] >gi I 44 69123 | emb | CAB38312 | (AJ236870) molybdenum 
cofactor biosynthesis enzyme [Arabidopsis thaliana] 



Seq. No. ' 194965 

Contig ID 16229J..R1039 

5 '-most EST LIB3135-042-Q1-K1-B2 

Method BLASTX 

NCBI GI g2213783 

BLAST score 234 

E value 2.0e-19 

Match length 103 

% identity 50 

NCBI Description (U89256) Pti5 [Lycopersicon esculentum] 

Seq. No. 194966 

Contig ID 16230_1 .R1039 

5' -most EST LIB3147-004-Q1-K1-F6 

Method BLASTX 

NCBI GI g4191788 

BLAST score 556 

E value 6.0e-57 

Match length 129 

% identity 78 

NCBI Description (AC005917) putative 1-aminocyclopropane-l- 
oxidase [Arabidopsis thaliana] 



Seq. No. 194967 

Contig ID 16240_1 .R1039 

5' -most EST LIB3189-036-P1-K1-A2 

Method BLASTX 

NCBI GI glll0502 

BLAST score 522 

E value 1.0e-61 

Match length 239 

% identity 52 

NCBI Description (U40387) coil protein [Medicago sativa] 



Seq. No. 194968 

Contig ID 1624 4_1 . R1039 

5 1 -most EST uC-gsf Imaxxa027c06bl 



26234 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g462187 

1654 

O.Oe-fOO 

358 

8 9 

SERINE H YDROX YMETH YLTRANS FERAS E , MITOCHONDRIAL PRECURSOR 
(SERINE METHYLASE) (GLYCINE HYDROXYMETHYLTRANSFERASE) 
(SHMT) >gi|282928|pir| IA42906 serine 

hydroxymethyltransf erase - garden pea >gi 1 169158 (M87649) 
serine hydroxymethyltransf erase [Pisum sativum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194969 

16245JL.R1039 

LIB3135-042-Q1-K1-C7 

BLASTX 

g3128220 

646 

2.0e-72 
184 
77 

(AC004077) 
thaliana] 



putative urease accessory protein [Arabidopsis 
>gi 13337375 (AC004481) putative urease accessory 



protein [Arabidopsis thaliana] 



Seq* No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194970 

16248JL.R1039 

LIB3135-042-Q1-K1-D10 

BLASTN 

g4324677 

89 

5.0e-42 

431 

82 

Arabidopsis thaliana urease accessory protein UREG (UREG) 
mRNA, complete cds 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194971 

16251_1.R1039 

LIB3135-042-Q1-K1-D3 

BLASTX 

g2583130 

171 

7.0e-12 
123 
33 

(AC002387) 
thaliana] 



putative reverse transcriptase [Arabidopsis 



Seq. No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



194972 

16252_1.R1039 

LIB3148-017-Q1-K1-F7 

BLASTX 

g4455207 

435 

6.0e-43 
91 
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% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



91 , _ . . 

(AL035440) ubiquitin-like protein [Arabidopsis thalxanaj 

194973 

16264JL.R1039 

g5049748 

BLASTX 

g2130052 

1112 

1.0e-127 

285 

75 

xylose isomerase (EC 5.3.1.5) - barley 

>gi | 1296809 | emb | CAA64545 | (X95257) xylose isomerase 

[Hordeum vulgare] 

194974 

16268_1.R1039 

LIB3135-042-Q1-K1-F1 

BLASTX 

g2129915 

489 

3.0e-49 

128 

71 

ferredoxin precursor - sweet orange 

>gi | 1360725 | emb 1 CAA87068 | ( Z46944 ) non-photosynthetic 
ferredoxin [Citrus sinensis] 

194975 

16268_2.R1039 

LIB3147-050-Q1-K1-E5 

BLASTX 

g2129915 

472 

2.0e-47 

119 

74 

ferredoxin precursor - sweet orange 

>gi 1 1360725 | emb| CAA87068 | (Z46944) non-photosynthetic 
ferredoxin [Citrus sinensis] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194976 

16270_1.R1039 
uC-gsflnu33B137a03bl 

194977 

16275JL.R1039 

LIB3166-016-P1-K1-A5 

BLASTX 

g4220541 

609 

5.0e-63 

296 

49 

(AL035356) Rab geranylgeranyl transferase like protein 
[Arabidopsis thaliana] 



26236 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194978 

16276JL.R1039 
LIB3166-002-Q1-K1-F6 

194979 

16276_2.R1039 

uC-gsronu33B001b!2bl 

BLASTX 

g478673 

467 

3.0e-46 

197 

55 

proline-rich protein precursor - kidney bean 
>gi|21046|emb|CAA42942| (X60391) proline-rich protein 
[Phaseolus vulgaris] 

194980 

16319_1.R1039 

LIB3197-021-Q1-M1-D10 

BLASTX 

g4468802 

682 

2.0e-71 
274 

(AL035601) cytochrome p450-like protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194981 

16326_1.R1039 
LIB3135-043-P1-K1-D5 

194982 

16335_1.R1039 

g5048409 

BLASTX 

g2501572 

122 

1.0e-14 

144 

35 

LATE EMBRYOGENESIS ABUNDANT PROTEIN EMB8 >gi| 1350545 
(L47118) EMB8 gene product [Picea glauca] 

194983 

16336_1.R1039 

LIB3135-043-P1-K1-E6 

BLASTX 

gll73234 

327 

2.0e-30 

72 

8 9 

40S RIBOSOMAL PROTEIN S25 >gi I 481909 | pir | | S4008 9 ribosomal 
protein S25 - tomato >gi | 43567 9 I emb i CAA54 132 | (X76714) 



26237 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ribosomal protein S25 [Lycopersicon esculentum] 
>gi|1584836|prf | I2123431A ribosomal protein S25 
[Lycopersicon esculentum] 

194984 

16336_2.R1039 

LIB3135-062-Q1-K1-F12 

BLASTX 

gll73234 

327 

3.0e-30 

72 

89 

40S RIBOSOMAL PROTEIN S25 >gi I 481909 | pir | | S40089 ribosomal 
protein S25 - tomato >gi | 43567 9 | emb | CAA54 132 | (X76714) 
ribosomal protein S25 [Lycopersicon esculentum] 
>gi 1 1584836 1 prf | |2123431A ribosomal protein S25 
[Lycopersicon esculentum] 

194985 

16336_3.R1039 

uC-gsronu33B145b04bl 

BLASTX 

g4567232 

372 

2.0e-35 

82 

89 

(AC007119) putative 40S ribosomal protein S25 [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 ! -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194986 

16344J..R1039 

LIB3135-044-Q1-K1-F8 

BLASTX 

gl777386 

163 

5.0e-ll 

87 
51 

(U393Q1) caffeic acid O-methyltransf erase [Pinus taeda] 
194987 

16352JL.R1039 

g5048379 

BLASTX 

g3892052 

689 

2.0e-72 

188 

67 

(AC002330) predicted protein of unknown function 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



194988 

16356J..R1039 
LIB3146-051-Q1-K1-A7 



26238 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3947448 

559 

6.0e-57 

366 

36 

(AL033535) cDNA EST yk301fl.5 comes from 
EST yk475f6.3 comes from this gene; cDNA 
comes from this gene; cDNA EST yk475f6.5 
gene; cDNA EST yk499g5.5 comes from this 
[Caenorhabdi ... >gi I 3947543 I emb | CAA88952 
yk301fl.5 comes from this gene; cDNA EST 
from this gene; cDNA EST yk301fl.3 comes 
cDNA EST yk475f6.5 comes from this gene; 
comes from this gene [Caenorhabditi 



this gene; cDNA 
EST yk301fl.3 
comes from this 
gene 

(Z49127) cDNA EST 
yk475f6.3 comes 
from this gene; 
cDNA EST yk499g5.5 



Seq. No. 


194989 


Contig ID 


16365_1.R1039 


5' -most EST 


LIB3196-055-P1-M1-B1I 


Sea. No. 


194990 


Contig ID 


16371_1.R1039 


5' -most EST 


LIB3189-012-P1-K1-H5 


Method 


BLASTX 


NCBI GI 


g3860259 


BLAST score 


215 


E value 


6.0e-17 


Match length 


112 


% identity 


45 


NCBI Description 


(AC005824) unknown protein 


Seq. No. 


194991 


Contig ID 


16376__1.R1039 


5 '-most EST 


g5049837 


Seq. No. 


194992 


Contig ID 


16384 1.R1039 


5' -most EST 


uC-gsronu33B143dllbl 


Seq. No. 


194993 


Contig ID 


16394 1.R1039 


5' -most EST 


LIB3146-061-Q1-K1-E12 


Seq. No. 


194994 


Contig ID 


16407 1.R1039 


5 '-most EST 


LIB3135-044-Q1-K1-E11 


Method 


BLASTX 


NCBI GI 


g4567281 


BLAST score 


337 


E value 


1.0e-31 


Match length 


130 


% identity 


54 


NCBI Description 


(AC006841) unknown protein 


Seq. No. 


194995 


Contig ID 


16408 1.R1039 


5' -most EST 


g5044402 



26239 



# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3785987 

334 

7.0e-31 

158 
44 

(AC005560) hypothetical protein [Arabidopsis thaliana] 
194996 

16413_1.R1039 

LIB3135-044-Q1-K1-E7 

BLASTX 

g629722 

170 

6.0e-12 

125 
32 

finger protein pcpl - potato >gi I 563623 i emb I CAA57772 | 
(X82328) putative DNA/RNA binding protein [Solanum 
tuberosum] 



Seq. No. 
Contig ID 
5 ? -most EST 



194997 

16414_1.R1039 
LIB3135-044-Q1-K1-E8 



Seq, No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



194998 

16418_1.R1039 

uC-gsronu33B109b02bl 

BLASTX 

g3395432 

505 

4.0e-57 

143 

80 

(AC004 683) unknown protein [Arabidopsis thaliana] 
194999 

16418_2.R1039 

uC-gsflnu33B133a01bl 

BLASTX 

g3395432 

606 

4.0e-63 

148 

77 

(AC004683) unknown protein [Arabidopsis thaliana] 
195000 

16419JL.R1039 

LIB3135-044-Q1-K1-F12 

BLASTX 

g2947063 

285 

2.0e-25 

165 

48 

(AC002521) putative Ser/Thr protein kinase [Arabidopsis 



26240 



Seq. No. 
Contig ID 
5' -most EST 



thaliana] 
195001 

16423_1.R1039 
LIB3135-044-Q1-K1-F5 



Seq. No. 
Contig ID 
5 '-most EST 



195002 

16428_1.R1039 
LIB3166-058-P1-K1-D6 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. ' 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



195003 

16435JL.R1039 

LIB3135-044-Q1-K1-G8 

BLASTX 

g3152583 

391 

9.0e-38 

175 
51 

(AC002986) Contains similarity to inhibitor of apoptosis 
protein gb|U45881 from D. melanogaster . [Arabidopsis 
thaliana] 

195004 

16436JL.R1039 

uC-gsflmaxxa009f lObl 

BLASTX 

g984756 

415 

2.0e-40 

106 

75 

(Z54153) chilling-inducible protein [Oryza sativa] 
195005 

16459_1.R1039 

LIB3135-045-Q1-K1-B11 

BLASTX 

g2462761 

208 

4.0e-17 

69 
58 

(AC002292) Highly similar to auxin-induced protein 
(aldo/keto reductase family) [Arabidopsis thaliana] 

195006 

164 61J..R1G39 
uC-gsronu33B147b01bl 

195007 

16466J..R1039 

LIB3166-023-P1-K1-G9 

BLASTX 

g3451075 

819 

6.0e-88 



26241 



Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



180 
82 

(AL031326) putative protein [Arabidopsis thaliana] 
195008 

16467JL.R1039 
LIB3145-019-Q1-K1-F2 

195009 

16469_1.R1039 

LIB3135-045-Q1-K1-C1 

BLASTX 

g4038035 

283 

5.0e-25 

95 

57 

(AC005936) putative DNA-binding protein [Arabxdopsis 
thaliana] 



Seq. No. 


195010 


Contig ID 


16482_1 .R1039 


5 '-most EST 


LIBoloO— U4o-yi-l\l-Uo 


Seq. No. 


195011 


Contig ID 


16504 l.RlUoy 


5' -most EST 


uC-gsronu33bll2c06Dl 


Seq. No. 


195012 


Contig ID 


16510 1.R1039 


5' -most EST 


LIB3135-046-Ql-Kl-A^ 


Seq. No. 


195013 


Contig ID 


16515 1.R1039 


5 '-most EST 


LIB3135-046-Q1-K1-A7 


Method 


BLASTX 


NCBI GI 


g2801536 


BLAST score 


646 


E value 


1.0e-67 


Match length 


187 


% identity 


63 


NCBI Description 


(AF039531) lysophospholipase 


Seq. No. 


195014 


Contig ID 


16517 1.R1039 


5' -most EST 


LIB3166-028-P1-K1-D9 


Method 


BLASTX 


NCBI GI 


g2245066 


BLAST score 


622 


E value 


1.0e-64 


Match length 


253 


% identity 


51 


NCBI Description 


(Z97342) Beta-Amylase [Arabi< 


Seq. No. 


195015 


Contig ID 


16521 1.R1039 


5' -most EST 


LIB3135-046-Q1-K1-B12 



26242 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195016 

16528_1.R1039 

LIB3145-015-Q1-K1-B3 

BLASTN 

g531251 

34 

2.0e-09 

77 

96 

Apple mitochondrial atp9 gene for FO-ATPase subunit 9 
(complete cds) and nad5 gene for NADH dehydrogehase subunit 
5 (exon a and b) 



Seq. No* 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195017 

16532JL.R1039 

LIB3135-046-Q1-K1-C11 

BLASTX 

g2498565 

242 

4.0e-20 

145 

33 

C-MYC BINDING PROTEIN MM-1 >gi | 1731809 | dbj | BAA14006 | 
(D89667) c-myc binding protein [Homo sapiens] 
>gi (45057431 ref | NP_002615 . 1 | pPFDN5 | pref oldin 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195018 

16536_2.R1039 

LIB3135-046-Q1-K1-C4 

BLASTX 

g4056455 

308 

5.0e-28 

83 

65 

(AC005990) Similar to gbiL19255 carbonic anhydrase from 
Nicotiana tabacum and a member of the prokaryotic-type 
carbonic anhydrase family PF 100484. EST gb 12235745 comes 
from this gene. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195019 

16562JL.R1039 

LIB3135-054-Q1-K1-A6 

BLASTX 

g3746069 

153 

1.0e-09 

97 
35 

(AC005311) putative reverse transcriptase [Arabidopsis 
thaliana] - ' * " 



Seq. No. 
Contig ID 
5 1 -most EST 



195020 

16564_1.R1039 
LIB3135-046-Q1-K1-F12 



26243 




Q (art Kin 


195021 


UOuCly ID 


16S94 1 R1039 




LIB3135-047-Q1-K1-A12 


Method 


DlxH.b l A 


NCBI GI 


gl762933 


BLAST score 


695 


TP TT n 1 11Q 


4 Op-73 




193 1 


Q. — -J V-V w»t 4— _ • « 

-5 laenuiiy 




incdi Description 


/n£fi9fi*3i fninnr-rplated orotein TNicotiana tabacum] 


beq. 1NO . 




UOIiuiy ID 


1 1 "R1 0^9 


3 IlLUo L EjOI 


T.TB3l"35-047-Ol-Kl-A7 


Method 


DliriO 1 A 


NCBI GI 


g3687251 


BLAST score 


354 


JL value 




Dla 4- n 1 can n"h n 


97 


T5 IdcIlLlLy 


70 


jMLJdi Description 


f zxronsi 1 unknown Drotein TArabidoDsis thaliana] 


beg. no. 


i Q^no^ 


contig iu 




O IuUot HiOi. 


aS0S0*631 

U JU JU u Jl 


Metnoa 


XDlifib 1 A 


NCBI GI 


g4490302 


BLAST score 


699 


E value 




i v Jaucn leny tn 


Z. ii. *± 


=5 identity 


7 1 
/ 1 


NCBI Description 


/ nT R ^7 P. > T-l p99-1 i lfp r>Tnt"*="i n T Ara1r>i rinnsis thaliana 


beq* jno. 


1 Q c in94 
1 jjUZfl 


uontig iu 


lODlU ItlxlUjJ 


3 most. £jO 1 


T.TR^1^ C 5-047-Ol-Kl-Cll 




RT.A9TX 


NCBI GI 


g3510540 


BLAST score 


223 


TP tt a 1 n 

Hi Value 


X . v C IU 


Match length 


i?l 


% identity 


OD 


NUol Description 


( 2a TTfl 8 1 ^ ^ pynsnqin rpTimns STTTtPniacal 

\fli U JOOl J y Cj?\.tJGLiIo-Lii. [_ -c J_ LX11U.O aj.iLLCiixai-.aj 


beq. ino. 


1 jjU^j 


uontig id 


IDOIU ^ . i\l U J j 


O IUOSt EjOI 


T.TPn979-004-Pl-Kl-Gl2 


ixie tnoa 


xjXjrao x z\ 


NCBI GI 


g3510540 


BLAST score 


850 


Hi ValUS 




L Id \~ \_n 11 -1.^X1^ 


196 


% identity 


78 


NCBI Description 


(AF038815) expansin [Prunus armeniaca] 


Seq. No. 


195026 


Contig ID 


16622JL.R1039 



26244 





LIB3135-047-Q1-K1-D4 




BLASTX 


NCBI GI 


g4322327 


BLAST score 


715 


H vaJ. U.c 


1.0e-75 


rial, Oil -Lciiy uii 


229 






wldi Description 


/AFnR0 I S4S^ nentide transporter 


oeq. JNO* 






1 fifi?8 1 R1039 




LIB3135-047-Q1-K1-E10 


Method. 


DiJ.rt.0 L£\ 


\TriDT CT 
N^Dl bl 


y -? *± u t. o o 


BLAST score 


139 


E value 


9.0e-16 


DaaL.cn ienyi.n 




is identity 




NCBI Description 


(L43510) protein localized in 




ORF; putative [Pisum sativum] 


oeq. JMO . 




Contig ID 


16642 1.R1039 


5' -most EST 


LIB3196-017-P1-M1-C4 


oeq. wo. 




Contig lu 


lODji i.r\iUs>? 


D -ItlOSr EiOl 


IjXLUIOJ, U1 / IV - L ^ J 


Seq. No. 




Contig ID 




J ilKJo L. IjOI 


uC-asflnu33B093f 07bl 


Method 


BLASTX 


NCBI GI 


g3450842 


BLAST score 


225 


E value 


5.0e-18 


Match length 


85 



% identity 
NCBI Description 



53 

(AF080436) 



mitogen activated protein kinase kinase [Oryza 





sativa] 


Seq. No. 


195031 


Contig ID 


16655 1.R1039 


5* -most EST 


g5050181 


Method 


BLASTX 


NCBI GI 


g2827559 


BLAST score 


422 


E value 


2.0e-41 


Match length 


167 


% identity 


50 


NCBI Description 


(AL021635) predicted prote 




>gi | 3292808 | emb | CAA19798 | 




[Arabidopsis thaliana] 


Seq. No. 


195032 


Contig ID 


16655 2.R1039 


5 T -most EST 


LIB3145-007-Q1-K1-C12 



(AL031018) putative protein 



26245 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2827559 

352 

5.0e-33 

148 

47 

(AL021635) predicted protein [Arabidopsis thaliana] 
>gi I 3292808 |emb|CAA19798| (AL031018) putative protein 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195033 

16671JL.R1039 

LIB3149-015-Q1-K1-F11 

BLASTX 

g416730 

742 

1.0e-78 

200 

67 

BETA-UREIDOPROPIONASE (BETA- ALANINE SYNTHASE) 
(N-CARBAMOYL-BETA- ALANINE AMIDOHYDROLASE) 
>gi|285064 |pir MS27881 beta-alanine synthase - rat 
>gi 1 203106 (M97662) beta-alanine synthase [Rattus 
norvegicus] 



Seq. No. 


195034 


Contig ID 


16676 l.RlUoy 


5 '-most EST 


LIB3197-048-Q1-M1-H9 


Method 


BLASTX 


NCBI GI 


g599956 


BLAST score 


340 


E value 


2.0e-31 


Match length 


160 


% identity 


47 


NCBI Description 


(Z31559) chloroplast inner membrane protein 


Seq. No. 


195035 


Contig ID 


16677 1.R1039 


5 T -most EST 


LIB3135-048-Q1-K1-B3 


Method 


BLASTX 


NCBI GI 


gl432058 


BLAST score 


510 


E value 


8.0e-52 


Match length 


157 


% identity 


67 


NCBI Description 


(U58540) WRKY2 [Petroselinum crispum] 


Seq. No. 


195036 


Contig ID 


16678 1.R1039 


5 '-most EST 


uC-gsflnu33B009c08bl 


Method 


BLASTX 


NCBI GI 


g2244797 


BLAST score 


281 


E value 


1.0e-24 


Match length 


165 


% identity 


39 


NCBI Description 


(Z97336) hypothetical protein [Arabidopsis 



26246 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195037 

16683JL.R1039 

uC-gsflnu33B129g03bl 

BLASTX 

gl00535 

293 

2.0e-26 

70 

80 

hypothetical protein - swollen duckweed 

>gi|1929057|emb|CAA32236| (X14075) longest ORF {1) [Lemna 
gibba] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195038 

16688_1.R1039 

LIB3135-048-Q1-K1-C4 

BLASTX 

g2980781 

263 

8.0e-23 

86 

56 

(AL022198) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



195039 

16689JL.R1039 
uC-gsronu33B143g04bl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195040 

16692_1.R1039 

LIB3145-054-Q1-K1-G1 

BLASTX 

g2983642 

523 

6.0e-53 

285 

40 

(AE000728) diaminopimelate decarboxylase 



[Aquifex aeolicus] 



Seq. No. 
Contig ID 
5' -most EST 



195041 

16710_1.R1039 
LIB3146-019-Q1-K1-H2 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195042 

16714JL.R1039 

LIB3146-054-Q1-K1-A6 

BLASTX 

g3046693 

707 

6.0e-75 

137 

91 

(AL022140) receptor like protein (fragment) [Arabidopsis 
thaliana] 



Seq. No. 



195043 



26247 



Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16715_1.R1039 - 
LIB3135-048-Q1-K1-F1 

195044 

16719_1.R1039 
LIB3135-048-Q1-K1-F4 

195045 

16730_1.R1039 

LIB3135-048-Q1-K1-G5 

BLASTX 

g3582340 

483 

2.0e-48 

232 
47 

(AC0054 96) unknown protein [Arabidopsis thaliana] 
195046 

16731_1.R1039 

LIB3135-04 8-Q1-K1 -G6 

BLASTX 

g4206196 

526 

2.0e-53 

131 

77 

(AF071527) hypothetical protein [Arabidopsis thaliana] 
195047 

16739JL.R1039 

uC-gsronu33B104d01bl 

BLASTX 

g3080365 

278 

2.0e-24 

112 

51 

(AL022580) putative protein [Arabidopsis thaliana] 
195048 

16753JL.R1039 

LIB3166-028-P1-K1-D10 

BLASTX 

gl762945 

465 

4.0e-46 

156 

58 

(U66269) 
t aba cum] 



ORF; able to induce HR-like lesions [Nicotiana 



Seq. No. 
Contig ID 
5 '-most EST 



195049 

16765_1.R1039 
LIB314 6-044-Q1-K1-B4 



Seq. No. 



195050 



26248 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16789JL.R1039 

LIB3165-028-P1-K1-D12 

BLASTX 

g3894172 

774 

2.0e-82 

276 

50 

(AC005312) putative cinnamoyl-CoA reductase [Arabxdopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 

Match length . 

% Identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



195051 

16794JL.R1039 
LIB3135-049-Q1-K1-G10 

195052 

16807JL.R1039 

LIB3135-050-Q1-K1-A5 

BLASTX 

gl076511 

165 

2.0e-ll 

42 
81 

H+-transporting ATPase (EC 3.6.1.35) - kidney bean 
>gi|758250|emb|CAA59799| (X85804) H (+) -transporting ATPase 
[Phaseolus vulgaris] 

195053 

16811JL.R1039 

LIB3146-004-P1-K1-F10 

BLASTX 

g4557060 

466 

5.0e-49 
147 

(AC007154) putative chromosome-associated polypeptide, 5' 
partial [Arabidopsis thaliana] 

195054 

16819_1.R1039 

LIB3148-053-Q1-K1-H12 

BLASTX 

g2982469 

161 

1.0e-10 

34 

91 

(AL022223) putative protein [Arabidopsis thaliana] 
195055 

16820JL.R1039 
LIB3135-050-Q1-K1-D7 



Seq. No. 
Contig ID 



195056 

16824 1.R1039 



26249 



5' -most EST 



LIB3135-050-Q1-K1-B8 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195057 

16847JUR1039 

LIB3135-050-Q1-K1-E1 

BLASTX 

g3236242 

434 

9.0e-43 

103 
86 

(AC004684) putative ribosomal protein L36 [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



195058 

16850_1.R1039 
LIB314 9-039-Q1-K1-E7 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195059 

16857JL.R1039 

LIB3135-050-Q1-K1-E9 

BLASTX 

g82263 

546 

6.0e-62 

145 

75 

ubiquinol— cytochrome-c reductase (EC 1.10.2.2) cytochrome 
cl precursor {clone pC (1)311) - potato 



Seq. No. 


195060 


Contig ID 


16876 1.R1039 


5' -most EST 


LIB3135-050-Q1-K1-G5 


Seq. No. 


195061 


Contig ID 


16882 1.R1039 


5 '-most EST 


LIB3135-050-Q1-K1-H2 


Seq. No. 


195062 


Contig ID 


16885 1.R1039 


5' -most EST 


LIB3135-050-Q1-K1-H6 


Method 


BLASTX 


NCBI GI 


g2213590 


BLAST score 


161 


E value 


5.0e-22 


Match length 


127 


% identity 


49 


NCBI Description 


(AC000348) T7N9.10 [Arabidop 


Seq. No. 


195063 


Contig ID 


16891 1.R1039 


5' -most EST 


LIB3145-021-Q1-K1-A9 


Method 


BLASTX 


NCBI GI 


g4006878 


BLAST score 


385 


E value 


5.0e-37 


Match length 


155 



26250 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47 

(Z99707) MAP3K-like protein kinase [Arabidopsis thaliana] 



195064 

16892JL.R1039 

uC-gsflnu33B144al0bl 

BLASTX 

g2292907 

486 

7.0e-49 

196 

25 

(Y10099) P-glycoprotein homologue 



[Hordeum vulgar e] 



Seq. No. 
Contig ID 
5 '-most EST 



195065 

16905JL.R1039 

LIB3146-023-Q1-K1-D9 

BLASTX 

g416650 

451 

6.0e-45 

147 

60 

PROBABLE GLUTATHIONE S-TRANSFERASE (AUXIN- INDUCED PROTEIN 
PGNT35/PCNT111) >gi | 100304 | pir | | SI 6268 auxin-induced 
protein (clone pGNT35) - common tobacco 
>gi|19797 | emb | CAA39706 | (X56265) auxin-induced protein 
[Nicotiana tabacum] >gi | 19801 | emb | CAA397 10 | (X56269) 
auxin-induced protein [Nicotiana tabacum] 

195066 

16906J..R1039 
LIB3145-045-Q1-K1-A2 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



195067 

16906__2.R1039 
LIB3165-025-P1-K1-F8 

195068 

16907JL.R1039 
LIB3135-051-Q1-K1-B8 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 



195069 

16908JL.R1039 
uC-gsflnu33B037bllbl 

195070 

16914_1.R1039 
LIB3197-049-Q1-M1-H7 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



195071 

16918_1.R1039 

LIB3166-048-P1-K1-A11 

BLASTX 

g3850108 

488 

4.0e-49 



26251 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190 
51 

(AL033388) putative calcium-transporting atpase 
[Schizosaccharomyces pombe] 

195072 

16919JL.R1039 

uC-gsronu33B178bllbl 

BLASTX 

g4544434 

464 

4.0e-46 

144 

67 

(AC006955) putative DNA-directed RNA polymerase II 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



.R1039 

-051-Q1-K1-D2 



195073 
16924_1. 
LIB3135- 
BLASTX 
g4127781 
176 

2.0e-12 

38 

23 

(AJ012588) Notchless protein [Drosophila melanogaster] 
195074 

16925_1.R1039 

LIB3146-033-Q1-K1-E4 

BLASTX 

gl22007 

422 

3.0e-41 

110 

79 

HISTONE H2A >gi | 100161 Ipir | IS11498 histone H2A - parsley 
>gi|20448 | emb | CAA37828 i (X53831) H2A histone protein (AA 1 
- 149) [Petroselinum crispum] 

195075 

16947_1.R1039 

LIB3272-041-P1-K1-B2 

BLASTX 

g3184098 

639 

2.0e-66 
366 
42 

(AL023777) 
pombe] 



coenzyme a synthetase [Schizosaccharomyces 



Seq. No. 
Contig ID 
5' -most EST 
Method 



195076 

16952JL.R1039 

LIB3165-047-Q1-K1-F6 

BLASTX 



26252 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g729880 
807 

2.0e-86 

189 

78 

CASEIN KINASE II BETA CHAIN (CK II) >gi | 1076299 Ipir | | S47967 
casein kinase II (EC 2.7.1,-) beta chain CKB1 - Arabidopsis 
thaliana >gi 1468264 (L22563) casein kinase II beta subunit 
CKB1 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195077 

16955_1.R1039 

g5045177 

BLASTX 

g3193298 

167 

3.0e-ll 

109 

36 

(AF069298) T14P8.17 gene product [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195078 

16964_1.R1039 

g5048729 

BLASTX 

g462679 , * 

206 • ^ r 

9.0e-16 

172 

34 

MYOSIN IB HEAVY CHAIN >gi | 102252 | pir | |A33284 myosin heavy 
chain IB - slime mold (Dictyostelium discoideum) >gi 1167839 
(M26037) myosin I heavy chain [Dictyostelium discoideum] 



Seq. No. 
Contig ID 
5' -most EST 



195079 

16970_1.R1039 
LIB3148-010-Q1-K1-C12 



Seq. No. 
Contig ID 
5' -most EST 



195080 

17002_1.R1039 
LIB3135-052-Q1-K1-C9 



Seq. No. 
Contig ID 
5' -most EST 



195081 

17003_2.R1039 
LIB3135-052-Q1-K1-D1 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195082 

17010J..R1039 

LIB3166-007-P1-K1-F5 

BLASTX 

g3250676 

325 

3.0e-35 

109 

76 

(AL024486) putative protein [Arabidopsis thaliana] 



26253 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBF GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195083 

17011_1.R1039 

LIB3196-059-P1-M1-E4 

BLASTX 

g542184 

451 

1.0e-44 

229 
44 

globulin-lS, GLB1S - maize 
195084 

17016_1.R1039 

LIB3189-036-P1-K1-H4 

BLASTX 

gll74867 

336 

2.0e-31 

72 

88 

UBIQUINOL-CYTOCHROME C REDUCTASE COMPLEX UBIQUINONE-BINDING 
PROTEIN QP-C (UBIQUINOL-CYTOCHROME C REDUCTASE COMPLEX 8.2 
KD PROTEIN) >gi|633687|emb!CAA55862| (X79275) 
ubiquinol — cytochrome c reductase [Solanum tuberosum] 
>gi 1 1094912 |prf | I2107179A cytochrome c 
oxidase : SUBUNIT^8 . 2kD [Solanum tuberosum] 



Seq. No. 


195085 




Contig ID 


17018 1.R1039 




5 T -most EST 


LIB3135-052-Q1-K1 


-E6 


Seq. No. 


195086 




Contig ID 


17022 1.R1039 




S'-most EST 


LIB3135-052-Q1-K1- 


-F10 


Method 


BLASTX 




NCBI GI 


g2204224 




BLAST score 


214 




E value 


5.0e-17 




Match length 


82 




% identity 


50 




NCBI Description 


( Y138 4 9 ) alpha-galactosidase 


Seq. No. 


195087 




Contig ID 


17023 1.R1039 




5 '-most EST 


LIB3149-024-Q1-K1- 


-C4 ' 


Method 


BLASTX 




NCBI GI 


gl743354 




BLAST score 


961 




E value 


1.0e-104 




Match length 


223 




% identity 


81 




NCBI Description 


(Y09876) aldehyde 


dehydrogena 


Seq. No. 


195088 




Contig ID 


17043 1.R1039 




5' -most EST 


LIB3197-003-P1-M1- 


-Bl 



(NAD+) [Nicotiana tabacum] 



26254 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5" -most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 



195089 

17046_1.R1039 

LIB3135-052-Q1-K1-H5 

BLASTX 

g3878494 

224 

5.0e-18 

125 

34 

(Z79602) predicted using Genefinder; Similarity to Yeast 
hypothetical protein YAE2 (SW: YAE2_YEAST) ; cDNA EST 
EMBL:T01631 comes from this gene; cDNA EST EMBL:M8894 9 
comes from this gene [Caenorhabditis elegans] 

195090 

17049JL.R1039 

g5045935 

BLASTX 

g2244847 

307 

1.0e-27 

223 
35 

(Z97337) hydroxyproline-rich glycoprotein homolog 
[Arabidopsis thaliana] 

195091 

17049_2.R1039 

LIB3145-056-Q1-K1-A8 

BLASTN 

g3985934 

54 

2.0e-21 

218 

84 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MJE7, complete sequence [Arabidopsis thaliana] 

195092 

17054JL.R1039 

g3326103 

BLASTX 

g2245066 

664 

4.0e-69 

376 

37 

(Z97342) Beta-Amylase [Arabidopsis thaliana] 
195093 

17055_1.R1039 
LIB3135-053-Q1-K1-A4 

195094 

17060_1.R1039 

LIB3135-053-Q1-K1-B10 

BLASTX 



26255 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4512661 
197 

1.0e-15 

55 
62 

(AC006931) hypothetical protein [Arabidopsis thaliana] 
>gi | 4544468 | gb | AAD22375 . 1 1 AC006580_7 (AC006580) putative 
DNA binding protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



195095 

17062_1.R1039 

g3326652 

BLASTX 

g!176658 

230 

9.0e-19 

82 

52 

HYPOTHETICAL 200.6 KD PROTEIN B0228.2 IN CHROMOSOME II 
>gi 1 726363 (U23168) No definition line found 
[Caenorhabditis elegans] 

195096 

17069JL.R1039 . 

uC-gsflmaxxa04 6h08bl 

BLASTX 

g2736147 

729 

3.0e-77 

234 

56 

(AF021804) fatty acid hydroxylase Fahlp [Arabidopsis 
thaliana] >gi 13132481 (AC003096) fatty acid hydroxylase, 
FAH1 [Arabidopsis thaliana] 

195097 

17081_1.R1039 
LIB3135-053-Q1-K1-D11 



Seq. No. 
Contig ID 
5' -most EST 



195098 

17082JL.R1039 
LIB3135-053-Q1-K1-D2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



195099 

17095_1.R1039 

LIB3147-038-Q1-K2-G8 

BLASTX 

g2245125 

332 

1.0e-30 

166 

47 

(Z97343) hypothetical protein [Arabidopsis thaliana] 
195100 

17109_1.R1039 
LIB3189-015-P1-K1-F10 



26256 



Method 


BLASTX 


INv^O X OX 


yxj^xovj^/ 




397 


E value 


1.0e-38 


Match length 


124 




68 


NCBI Description 


INDOLE- 3-GLYCEROL PHOSPHATE 

J. i~r\J XJ1_I *J VwJ XJ X \_sJUJi.V\y J_l J- J- J- N-/ kj J- lull i— I 




>m' 16197^? fniR7701 inHol^-^ 




|_ .ttX CIXJ XU.UL)OXiJ UllCl J- XCL11CI J 






fnnf -i rr TH 
v^vjii i — l y xu 


1711^ 1 Rl 0?Q 

X / J. X J J. • I\X uJ J 


R t -moot F.ST 


LIBllT I 5-0 t 53-Ol-Kl-G12 

XJ J- XJ J J. J J \J *J \£ X. IV _L VJ X, 


Met hori 


BLASTX 


NCBI GI 


g3757515 


BLAST score 


455 


F 1 IIP 
ill V CI _L LiC 


2 0e-4B 


L 1CX I— _I_ w 1 1 v-j I— 1 1. 


142 


2- ■» H^irt" *! t~w 














17116 1 PIO^Q 


R 1 -mnqt FST 


T,TR^1^R-0S^-ni -K1 -f^4 

JJlDJlJ J \J -J *J \J X XXX VJ*± 




RTiAfSTX 

UilflkJ X /x 


IN i-> J. VJ J. 




BLAST score 


154 


E value 


7.0e-10 


Ma'hr'h 1 on rr"(~ 
LictuL^ii xenyLii 


1 47 


X> 1UCI1L1 L.y 


^. o 


NCBI Description 


(AC005311) putative reverse 




thaliana] 


O C ^ • 1M\J • 


1 QRI 0^ 

X ^ J 1U J 


Pont i n TD 


17117 1 R1 0^9 

X / X X / X • i\X \J Zs 


J ILl\Jo L. HiO 1 


LIDjIjj UJJ yl J\x bJ 






r'rN-n +■ -1 rr TH 
v^Uil 1 i_y J. LJ 


17191 1 Rl 0^Q 
X/X^X 1 .x\1wj ^ 


S'-mnqt FST 








NCBI GI 


g3702326 


BLAST score 


862 


E value 




Mat^nVi 1 o -pi /-T-i- Vi 
VXCL L. V—IJ. Iciiv^ LI1 


1 Q4 

X j ft 


15 ±uenx_Luy 


ft 1 


in^isx uescxripL. xori 


\±\\^\juDoy i } nypo LneLicai proi- 


OCLj* LN (J • 


1 QR1 OR 


fnnf i /-T T Pi 

v_-oxiL.iy ±u 


17190 9 Rin^Q 


S'-mo^t F.ST 


LIB3lJS-042-01-K1-Q7 

XJ IDJXt J Uric ^£X 1\X Or 


Method. 


BLASTX 


NCBI GI 


g4531444 


BLAST score 


860 


E value 


1.0e-92 


Match length 


198 


% identity 


79 



(IGPS) 



26257 



NCBI Description (AC006224) putative protein kinase [Arabidopsis thaliana] 



Seq. No. 


195106 


Contia ID 


17133 1 R1039 




LIB3135-055-O1-K1 -H6 


v_> \Ii • llU • 


195107 


Contig ID 


17146 1.R1039 


r t _ Tnnc ,j_ T?C<p 

■w* 1LIU O L IjiJI 


T.TR313^-0S4-O1 -K1 -R4 


Sea No 


195108 


Contia ID 


17152 1 R1039 


5 T -most EST 


uC-asflmaxxa07 6a0 9b 1 


Method 


BLASTN 


NCBI GI 


g3510339 


DLirlu J. uL/Ui. C 


J o 


E valup 


1 . Oe-11 


Match length 


157 


% identity 


84 




/"IX CtXJXLHJ k/o _L O L.J.1CLX J. CtllCt yciUJilLXO Urir\ f OXii UltHJo WlUc Z) f InU 




FC3TC7 pnntn 1 pfp q & m lpnr'P T r*aV^ n H r^r^ q-S q i ana 1 

L\*JL\1 f O^JlLLj^XG L.C OCyUCliUC j_ JTli. a. J. UUjJ OlO Ul ICtX J- CtllCL J 


JCl^. IN (J * 




OUIlLXy xU 


171 R9 "3 pi 


0 IllOS L HiOl 


IixdOx 4 b UlU yi JaI Lg 


O . Vt\J • 






1 71 S3 1 R1 f(39 


5* -most EST 


LIB3146-049-Q1-K1-H12 


Method 


BLASTX 


IN V_, D X OX 


rrl 1 £11 1 £7 




J14 


Hj VdXUt? 




riat.cn icngtn 


lUi 


t> lUCll L.X L. y 




iNL/i3± uescription 


(L42466) ethylene— forming enzyme [Picea glauca] 


w C • IX KJ . 


1 9^1 1 1 

X XXX 


Contia ID 


17160 1 R1039 


5 1 —most EST 


a5047570 


Method 


BLASTX 


NCBI GI 


g544358 


BLAST score 


319 


E value 


3.0e-29 


Match length 


140 


% identity 


41 


NCBI Description 


FOLLICULAR VARIANT TRANSLOCATION PROTEIN 1 PRECURSOR 




(FVT-1) >gi| 481027 |pir||S37652 FVT1 protein - human 



clone : 



>gi|296186|emb|CAA45197| (X63657) FVT1 gene is disrupted in 
a t(2;18) chromosomal translocation involving Ig kappa 
gene in a follicular lymphoma [Homo sapiens] 
>gi t 4503817 | ref | NP_002026 . 1 1 pFVTl 1 follicular lymphoma 
variant translocation 



Seq. No. 
Contig ID 
5' -most EST 



195112 

17167_1.R1039 
LIB3135-054-Q1-K1-D4 



26258 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E . value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



BLASTX 

g3421109 

970 

1.0e-105 

204 
91 

(AF043533) 
thaliana] 



20S proteasome beta subunit PBC2 [Arabidopsis 



195113 

17172_1.R1039 

LIB3147-008-Q1-K1-A1 

BLASTX 

g4467137 

655 

1.0e-68 

180 
68 

(AL035540) putative protein [Arabidopsis thaliana] 
195114 

17177JL.R1039 
LIB3146-025-Q1-K2-A6 

195115 

17183_1.R1039 

LIB3189-046-P1-K1-D10 

BLASTX 

g4538929 

246 

1.0e-20 

63 

43 

(AL04 94 83) putative nucleic acid binding protein 
[Arabidopsis thaliana] 

195116 

17183_2.R1039 

LIB3272-023-P1-K1-A12 

BLASTX 

g4538929 

433 

1.0e-42 

178 
42 

(AL049483) putative nucleic acid binding protein 
[Arabidopsis thaliana] 

195117 

17187_1.R1039 
LIB3135-054-Q1-K1-F2 

195118 

17205JL.R1039 
LIB3135-054-Q1-K1-H4 



Seq. No. 



195119 



26259 



Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



17211JL.R1039 
LIB3135-055-Q1-K1-A11 

195120 

17214_1.R1039 
LIB3146-035-P1-K1-H5 



Seq. No. 

Contig ID ' 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



195121 

17215_1.R1039 

LIB3135-055-Q1-K1-A5 

BLASTX 

g3775999 

450 

1.0e-44 

149 

64 

(AJ0104 63) RNA helicase [Arabidopsis thaliana] 
195122 

17216_1.R1039 

LIB3148-008-Q1-K1-H5 

BLASTX 

g2811025 

751 

6.0e-80 

188 

70 

ASPARTIC PROTEINASE PRECURSOR >gi | 1944181 | dbj | BAA196071 
(AB002695) aspartic endopeptidase [Cucurbita pepo] 

195123 

17217_1.R1039 

LIB3145-039-Q1-K1-E3 

BLASTX 

g4101720 

162 

7.0e-12 

119 
34 

(AF0064 66) lymphocyte specific formin related protein [Mus 
mus cuius] 

195124 

17219_1.R1039 

g5049844 

BLASTX 

g4103635 

364 

3.0e-34 

217 

40 

(AF026538) ABA- responsive protein [Hordeum vulgare] 
195125 

17220_1.R1039 
LIB3135-055-Q1-K1-D8 



26260 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



-195126 
17231JL.R1039 
g5046038 
BLASTX 
g231551 
181 

6.0e-13 

120 
3 

ANKYRIN, BRAIN VARIANT 
NONERYTHROID) 



2 (ANKYRIN B) (ANKYRIN, 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195127 

17233_1.R1039 

LIB3135-055-Q1-K1-C2 

BLASTX 

g3757521 

814 

3.0e-87 
189 
7 9 

(AC005167) unknown protein [Arabidopsis thaliana] 
195128 

17234_1.R1039 

uC-gsflmaxxa002hllbl 

BLASTX 

g2407800 

526 

1.0e-53 

130 

83 

(Y12575) histone H2A.F/Z [Arabidopsis thaliana] 
195129 

17237JL.R1039 

uC-gsflmaxxa048e09bl 

BLASTX 

g4457221 

309 

5.0e-28 

100 

69 

(AF1277 97) putative bZIP DNA-binding protein [Capsicum 
chinense] 

195130 

17240_1.R1039 

LIB3147-029-Q1-K1-D1 

BLASTX 

g4105794 

155 

3.0e-13 

114 
39 

(AF049928) PGP224 [Petunia x hybrida] 



26261 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5V-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



195131 

17244JL.R1039 

LIB3135-055-Q1-K1-D2 

BLASTX 

g2462753 

964 

1.0e-105 

214 

79 

(AC002292) 
thaliana] 



putative polygalacturonase [Arabidopsis 



195132 

17255JL.R1039 

LIB3145-046-Q1-K1-C3 

BLASTX 

g4099914 

308 

4.0e-28 

109 

59 

(U91857) ethylene-responsive element binding protein 
homolog [Stylosanthes hamata] 



195133 

17263JL.R1039 

LIB3166-042-P1 

BLASTX 

g3122139 

919 

3.0e-99 

397 

48 

GLYCEROL KINASE 
(GLYCEROKINASE) 
GLUCOCORTICOID- 
>gi|484372|pir| 
glucocorticoid- 
rat >gi|433211| 
glucocorticoid- 
rattus] 



K1-H8 



{ATP: GLYCEROL 3-PHOSPHOTRANSFERASE) 
(GK) {ATP-STIMULATED 
RECEPTOR TRANSLOCATON PROMOTER) (ASTP) 
IJN0606 ATP-stimulated 

receptor translocation promoter protein 
dbj | BAA03677 | (D16102) ATP-stimulated 
receptor translocaton promoter [Rattus 



195134 

17264_1.R1039 

LIB3135-059-Q1-K1-H9 

BLASTX 

g2462762 

266 

3.0e-23 

69 

75 

(AC002292) Highly similar to auxin-induced protein 
(aldo/keto reductase family) [Arabidopsis thaliana] 

195135 

17271_1.R1039 
LIB3149-023-Q1-K1-A4 



26262 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



Seq. No. 
Contig ID 



BLASTX 

g2160182 

168 

8.0e-12 

59 

54 

(AC000132) ESTs gb | ATTS1236, gb | T43334 , gb | N97019, gb | AA395203 
come from this gene. [Arabidopsis thaliana] 

195136 

17282__1.R1039 

g5046331 

BLASTX 

g4406759 

249 

5-0e-21 

133 
44 

(AC006836) hypothetical protein [Arabidopsis thaliana] 
195137 

17289_1.R1039 
LIB3165-040-Q1-K1-D10 

195138 

17290JL.R1039 
LIB3272-034-P1-K1-B4 

195139 

17293_2.R1039 

LIB3135-056-Q1-K1-A10 

BLASTX 

gl514643 

600 

1.0e-62 

175 

35 

(Z70524) PDR5-like ABC transporter [Spirodela polyrrhiza] 
195140 

17296JL.R1039 

uC-gsronu33B15 9c0 Ibl 

BLASTX 

g3193332 

137 

6.0e-13 

135 
41 

(AF069299) similar to Arabidopsis AT-hook protein 1 
(GB:AJ222585) [Arabidopsis thaliana] 

195141 

17303_1.R1039 
LIB3145-047-Q1-K1-D12 

195142 

17306 1.R1039 



26263 



5 '-most EST . 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3135-056-Q1-K1-B2 " 
195143 

17314JL.R1039 

LIB3166-023-P1-K1-E11 

BLASTX 

gl076621 

561 

1.0e-57 

134 

77 

cytochrome b5 - common tobacco >gi | 29638 6 | emb I CAA50575 I 
(X71441) cytochrome b5 [Nicotiana tabacum] 

195144 

17315JL.R1039 

LIB3146-017-Q1-K1-E12 

BLASTX 

g2583130 

157 

2.0e-10 

165 

33 

(AC002387) putative reverse transcriptase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195145 

17323JL.R1039 

LIB3149-047-Q1-K1-H6 

BLASTX 

g3193303 

202 

9.0e-16 

100 

40 

(AF069298) similar to several proteins containing a tandem 
repeat region such as Plasmodium falciparum GGM t indent 
repeat protein (GB:U27807); partial CDS [Arabidopsis 
thaliana] 

195146 

17325_1.R1039 

LIB3149-019-Q1-K1-B10 

BLASTX 

g3212610 

130 

2.0e-15 

164 

47 

Chain A, Sulfite Oxidase From Chicken Liver 
>gi|3212611|pdb|lSOX|B Chain B, Sulfite Oxidase From 
Chicken Liver 



Seq. No. 
Contig ID 
5 T -most EST 
Method 



195147 

17332_1.R1039 

uC-gsronu33B167gllbl 

BLASTX 



26264 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5" -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 



g3759184 
367 

3.0e-47 

225 
43 

(AB018441) phi-1 [Nicotiana tabacum] 
195148 

17333_1.R1039 
LIB3146-047-Q1-K1-H12 



195149 

17345JL.R1039 
LIB3135-056-Q1-K1-F4 

195150 

17357_1.R1039 

LIB3197-010-P1-M1-B4 

BLASTN 

g2924257 

63 

8,0e-27 

275 

89 

Tobacco chloroplast genome DNA 
195151 

17372_1.R1039 

uC-gsflnu33B127hllbl 

BLASTX 

g3402703 

205 

9.0e-16 

225 
29 

(AC004261) hypothetical protein 
195152 

17374JL.R1039 
LIB3196-045-P1-M1-G11 



[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195153 

17377_1.R1039 
LIB3135-057-Q1-K1-A5 

195154 

17389_1.R1039 

uC-gsflnu33B066e01bl 

BLASTX 

g2129742 

225 

5.0e-20 

77 

66 

stress-induced protein OZI1 precursor - Arabidopsis 
thaliana >gi 1790583 (U20347) mRNA corresponding to this 
gene accumulates in response to ozone stress and pathogen 



26265 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq . No . 
Contig ID 
5 ! -most EST 
Method 
NCBI GI 
BLAST score 



(bacterial) infection; putative pathogenesis-related 
protein [Arabidopsis thaliana] >gi 122528 69 (AF013294) No 
definition line found [Arabidopsis thaliana] 



195155 

17398_1.R1039 

g5048245 

BLASTX 

g224>4781 

453 

7.0e-45 

237 

26 

(Z97335) hypothetical protein 



[Arabidopsis thaliana] 



195156 

17401JL.R1039 

uC-gsronu33B167ellbl 

BLASTX 

g541816 

1272 

1.0e-140 

305 

78 

protein kinase - common ice plant >gi | 457689 | emb | CAA82 990 | 
(Z30329) protein kinase [Mesembryanthemum crystallinum] 

195157 

17408_1.R1039 

LIB3135-057-Q1-K1-D6 

BLASTX 

g3603230 

276 

3.0e-24 

129 

41 

(AF026850) 
sapiens] 



cytochrome oxidase assembly factor [Homo 



195158 

17418_1.R1039 

uC-gsflnu33B026e07bl 

BLASTX 

g4314356 

231 

1.0e-19 

152 

36 

(AC006340) putative anthocyanidin-3-glucoside 
rhamnosyltransferase [Arabidopsis thaliana] 

195159 

17419JL.R1039 

LIB3135-057-Q1-K1-F2 

BLASTX 

g2062164 

635 



26266 



E value 


3.0e-66 


Ma t ch 1 e ncr t h 


232 


% identity 


26 


NCBI Description 


(AC0016451 i asmonate 




thai i anal 


Seer. No. 


195160 


Pont i a ID 


17421 1 R1039 


5 '-most EST 


LIB3149-054-Q1-K1-D5 


Method 


BLASTX 


NCBI GI 


g2739379 


BLAST score 


231 


E 1 hp 


9. Oe-19 


Matph lencrth 


82 


% identitv 


52 


\s i—> -L JJCOV^J. L> -LUil 




C<=i/-T Ma 


195161 




17499 1 Rin^Q 

-L / 1 ^. ^. X • 1\ J. uJJ 


5 1 -most EST 


LIB3135-057-O1-K1-F6 


Method 


BLASTX 


NCBI GI 


g2129755 


BLAST score 


821 


E value 


5.0e-88 


Match length 


249 


% identity 


69 


NCBI Description 


tryptophan synthase 




thaliana >gi 1619753 



j asmonate inducible protein isolog [Arabidopsis 



(EC 4.2.1.20) alpha chain - Arabidopsis 



chain [Arabidopsis thaliana] >gi | 1585768 | prf | 
synthase :SUBUNIT=alpha [Arabidopsis thaliana] 



2201482A Trp 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



195162 

17427JL.R1039 

LIB3135-057-Q1-K1-G2 

BLASTX 

g!928991 

379 

2.0e-36 

115 

69 

(U92815) heat shock protein 70 precursor [Citrullus 
lanatus] 

195163 

17431JL.R1039 

LIB3135-057-Q1-K1-G6 

BLASTX 

g417739 

280 

8.0e-25 

73 

75 

MITOCHONDRIAL RIBOSOMAL PROTEIN S19 >gi | 319911 | pir | | R3PJ19 
ribosomal protein S19 - garden petunia mitochondrion 

195164 

17433 1.R1039 



26267 



5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 
5 '-most EST 



uC-gsronu33Bl 7 9f 0 9bl 
195165 

17452_1.R1039 

uC-gsronu33B134c07bl 

BLASTX 

g3953471 

1083 

1.0e-118 

302 

66 

(AC002328) F2202.16 [Arabidopsis thaliana] 
195166 

17459_1.R1039 
LIB3135-058-Q1-K1-B9 

195167 

17461JL.R1039 

LIB3147-036-Q1-K1-D5 

BLASTX 

g2191150 

418 

6.0e-41 

115 
32 

(AF007269) similar to mitochondrial carrier family 
[Arabidopsis thaliana] 

195168 

17475_1.R1039 

LIB3135-058-Q1-K1-D3 

BLASTX 

g4105683 

700 

5.0e-74 

161 
76 

(AF049892) unknown [Oryza sativa] >gi 14105692 (AF050155) 
embryo-specific protein [Oryza sativa subsp. indica] 

195169 

17476_1.R1039 
LIB3145-058-Q1-K1-A11 

195170 

17483_1.R1039 
LIB3165-007-P1-K1-F2 



Seq. No. 
Contig ID 
5 '-most EST 



195171 

17484JL.R1039 
LIB3189-014-P1-K1-A8 



Seq. No. 

Contig ID 
5' -most EST 



195172 

17486_1.R1039 
LIB3166-028-P1-K1-G3 



26268 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195173 

17489_1.R1039 
uC-gsronu33B004h05bl 
BLASTX 
g2765837 
223 

7.0e-18 

99 
52 

(Z96936) NAP16kDa protein [Arabidopsis thaliana] 
195174 

17495JL.R1039 
LIB3146-041-Q1-K1-F5 
BLASTX 
g3775993 
158 

2.0e-10 
30 
97 

(AJ010460) RNA helicase [Arabidopsis thaliana] 
195175 

17495_2.R1039 
LIB3135-058-Q1-K1-F3 

195176 

17498_1.R1039 
LIB3146-046-Q1-K1-E9 
BLASTX 
g2352084 
375 

7.0e-36 
110 
71 

(U96613) serine/threonine kinase [Arabidopsis thaliana] 
195177 

17519_1.R1039 
LIB3148-034-Q1-K1-E1 
BLASTX 
gl085595 
164 

3.0e-ll 
51 
63 

1-aminocyclopropane-l-carboxylate oxidase 
>gi|452671|emb|CAA54449| (X77232) 
1-aminocyclopropane-l-carboxylate oxidase [Prunus persica] 
>gi 1 3510500 (AF026793) 1-aminocyclopropane-l-carboxylate 
oxidase; ACC oxidase [Prunus armeniaca] 



Prunus persica 



Seq. No. 
Contig ID 
5* -most EST 
Method 
NCBI GI 



195178 

17522_1.R1039 

uC-gsronu33B169el0bl 

BLASTN 

g3135692 



26269 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 ? -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



43 V • 

1.0e-14 

203 

84 

Gossypium hirsutum tissue-type fiber glutathione 
S-transferase (GST) mRNA, partial cds 

195179 

17522_3.R1039 

uC-gsronu33B114d03bl 

BLASTX 

g2213595 

577 

3.0e-59 

220 

52 

(AC000348) T7N9.15 [Arabidopsis thaliana] 
195180 

17527_1.R1039 

LIB3166-015-P1-K1-D9 

BLASTX 

g4262236 

237 

1.0e-35 

116 

65 

(AC006200) putative ribose 5-phosphate isomerase 
[Arabidopsis thaliana] 

195181 

17528_1.R1039 

LIB3135-059-Q1-K1-B10 

BLASTX 

g4006859 

186 

3.0e-15 

82 

55 

(Z99707) putative protein [Arabidopsis thaliana] 
195182 

17540JL.R1039 

uC-gsronu33Bl27d09bl 

BLASTX 

gl458245 

426 

1.0e-41 

251 

38 

(U64834) coded for by C. elegans cDNA cml7al; coded for by 
C. elegans cDNA cm7gl; coded for by C. elegans cDNA 
CEMSE26F; similar to methyltransf erases [Caenorhabditis 
elegans] 

195183 

17551 1.R1039 



26270 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



g5048687 
BLASTX 
g3759184 
478 

6.0e-48 

159 

58 

(AB018441) 



phi-1 [Nicotiana tabacum] 



195184 

17560_1.R1039 

LIB3165-026-P1-K1-D9 

BLASTX 

g2739380 

272 

8.0e-24 

104 . 
55 

(AC002505) hypothetical protein [Arabidopsis thaliana] 
195185 

17562_1.R1039 
LIB3166-021-P1-K1-F3 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



195186 

17565JL.R1039 

uC-gsronu33B160bl0bl 

BLASTX 

g3328587 

300 

3.0e-27 

146 

45 

(AE001292) CMP-2-keto-3-deoxyoctulosonic acid synthetase 
[Chlamydia trachomatis] 

195187 

17571_1.R1039 

LIB3135-060-Q1-K1-B6 

BLASTX 

g2832357 

359 

1.0e-33 

128 

57 

(Y14071) HMG protein [Arabidopsis thaliana] >gi 13068715 
(AF049236) unknown [Arabidopsis thaliana] 

195188 

17576_1.R1039 
uC-gsflmaxxa057h08bl 

195189 

17576_2.R1039 

uC-gsronu33B144e09bl 

BLASTX 

g3335341 



26271 



BLAST score 


161 


E value 


1.0e-10 


Match lenath 


116 


?; iripntitv 


41 




\£v^\j\j t ± J iz, ^ i or j . x u i_hTix. cu^ xuupo x o uiicixxciiia.j 


Qcirr Kin 


195190 




17579 1 R1 039 

X / *J / -/ X • £\X U «J — ' 


S'-most EST 


LIB3L46-017-Q1-K1-E7 


Method 


BLASTX 


NCBI GI 


g3935168 


BLAST score 


306 


E value 


2. Oe-27 


Match lenath 


78 


% identity 


69 


NCBI Description 


(AC004557) F17L21.11 [Arabidopsis thaliana] 




195191 


Contia ID 


17580 1 R1039 


5 f -mo^t F^T 


a3325iS48 




195192 


Pnnt "in TD 


17581 1 R1039 


5 '-most EST 


a3326T48 


Method 


BLASTX 


NCBI GI 


g2739389 


BLAST score 


404 


Hi V Q. X UC 


8 0e-45 


l id L. oil XtJliy L.1I 




% identity 


30 


NCBI Description 


(AC002505) Cf-2.2 like protein [Arabidopsis thaliana] 


Sea No 


195193 


Print i rr TD 


17591 1 R1 0^9 
x / ,j _/ x x • r\x j _? 


S'-mnqt- F^T 


T.TR31 T9-047-O1 -PT1 -tffi 

UlDJll ^ VJ 1 r v^x x\x no 


O ^ • IN *j • 


195194 

X X 




1 7 ^ 97 1 R1 fl^Q 


5 , -most EST 

<_r ILL w O w XJku? X 


LIB3 166-0 10-P1-K1-B11 

XJX JJ*J X U V v X U XX X\X XJXX 


Method 


BLASTX 


NCBI GI 


gl296816 


BLAST score 


787 


F. TTZ* 1 np 
i_i value 


5 # Qe-94 


Match 1 ^nrrth 

1 iu L Oil XC11U Lll 


229 


& idpnt"ii"v 


87 




\jr±j*±yyD } HdX Xxiy clixll Cila.J.C(Jlie byntilaSe [uUyiallb o£-> • J 




1 QR1 




1 7 RQ7 9 Rl O^Q 


5 1 -most EST 


uC- as flmaxx aO 4 ObO 6b 1 


Method 


BLASTX 


NCBI GI 


g!345785 


BLAST score 


1134 


E value 


1.0e-124 


Match length 


271 


% identity 


80 


NCBI Description 


CHALCONE SYNTHASE 1 (NARINGENIN-CHALCONE SYNTHASE 1) 



26272 




>gi I 567935 1 dbj |BAA05640| (D26593) chalcone synthase 
[Camellia sinensis] 



Seq. No. 


195196 


Contig ID 


17597 3.R1039 


5' -most EST 


LIB3145-038-Q1-K1-F1 


LlC UllW^ 


Dllllu X IN 


J.ii J_> _L *o X 


gl777714 


Dilflul o O v> -L C 




Ij VaXUc 




Matph 1 pnerth 

LIU L'wli X^ilU Uli 


66 


% n Hon "h t "H T7 


-70 




■tilt/ LliiXa. llaDCli lOO X J-lyUoUlLLd 1 r\lN.ri yfc!lltif jJctX LXciX oc\jUCIlt'C 


Qprr Mo 


195197 


Contig ID 


17611 2.R1039 


5 '-most EST 


LIB3135-060-Q1-K1-F5 


\A/-*i -|- Vi /»\ 
iYlc; LllvJtJ. 


TAT SCTY 
r>J_LrvO 1 A. 


NPRT (IT 


^96476*3 
y jz,ui / uj 


OXiri.0 1 oLUIc 


^. ri U 


E value 


O • Uc ^ U 


Ma "h 1 ot~i n"i~ h 
na l uii xciiyi— n 


O J 


^ _LQeni,n.y 


01 


jnujdi Description 


\t\z u/io^X; 4Uo riDOSOuiai piOtem 0 4 Lirivunus arnieniaCaj 


Ocy. IN • 


1 QM Qfi 

1 j Jl JO 


V^UllLXy X JJ 




5' -most EST 


LIB3135-060-Q1-K1-F6 


Method 


BLASTX 


INoBx \j1 


g j / / DODO 


TIT 7\ C T 1 or»/-\T-o 

x5i.Lrt.oi scoxe 




£1* ValUc 


z . ue 


iriaX.cn leng tn 


y d 


o lUClILlLy 


/ J 


iNL^-Di uescr ipx,ion 


^aluudjoo) oL-irong sxmi±ai_ix.y t_o nist.one n^>\ goiiiuuuo/oo 




from Cicer arietinum. [Arabidopsis thaliana] 


OC^j* i-N L/ * 


X _7 J X _7 _7 


Contig ID 


17613 1.R1039 


5 '-most EST 


LIB3135-060-Q1-K1-F7 


rietnou 


DIjH.0 1 IN 


NfRT (IT 

IN V_/ D X Ol 


rr^9041 9ft 


AT. 31 QT a^y*D 
DlinOl ot-Ulc 


RO 


E value 


*± • ue—iip 




9^0 


% identity 


<3 U 


inodi uescripxzion 


Cicer arietinum mRNA for histone H2A 


C C ^ ♦ IN U • 


1 9S900 


Contig ID 


17622 1.R1039 


5' -most EST 


LIB3135-060-Q1-K1-H1 


Method 


BLASTX 


NCBI GI 


g2660670 


BLAST score 


698 


E value 


1.0e-73 


Match length 


171 


% identity 


80 



26273 



NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC002342) putative Cu2-i— transporting ATPase [Arabidopsis 
thaliana] 

195201 

17 632JL.R1039 

LIB314 6-021-Q1-K1-H7 

BLASTN 

g3449315 

53 

1.0e-20 

334 
81 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K23L20, complete sequence [Arabidopsis thaliana] 



JC^ji IN \J • 








Pont - 1 n T n 


1 1 All 1 Rl n^Q 








T.TR^I Zfi-fl98-r>1 




-R4 


kJ C \^ * 1M\J • 


195203 






Contig ID 


17641 1.R1039 






5' -most EST 


LIB3145-026-Q1 


-Kl 


-Fl 




BLASTX 








g4191782 






BLAST score 


737 






E value 


2.0e-78 : 






ft^a +- t"! T aTi/t4"V\ 
t v Ia.LUIl Xcilyun 


160 








84 






NCBi Description 


(AC005917) WD- 


40 


repeat 


Qarr MrN 
OctJ • LNO • 


195204 






frin-b 1 n t n 


17649 1.R1039 






C 1 ™m/^c?+- 17 O T 1 
J IlLOSL EiO 1 


LIB3146-016-Q1 


-Kl 


-H2 


TuTj^s /™3 
L v 16X.nOCL 


BLASTN 








g2599091 






iDiiAoi score 


90 






E value 


7.0e-43 






Match length 


397 






% identity 


85 






NCBI Description 


Arabidopsis thaliana WD- 




complete cds 






Seq* No. 


195205 






Contig ID 


17660 1.R1039 






5 '-most EST 


LIB3147-024-Q1- 


-Kl 


-Fll 


Seq. No. 


195206 






Contig ID 


17663 1.R1039 






5' -most EST 


LIB3135-061-Q1- 


-Kl' 


-D3 


Seq. No. 


195207 






Contig ID 


17668 1.R1039 






5' -most EST 


LIB3272-005-P1- 


-Kl- 


-E5 


Method 


BLASTX 






NCBI GI 


g479713 






BLAST score 


571 






E value 


6.0e-59 







(MSI 4) mRNA, 



26274 




Match length 128 

% identity 86 

NCBI Description aspartate 




carbamoyltransferase - tomato 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195208 

17677JL.R1039 

LIB3135-061-Q1-K1-E9 

BLASTN 

g495660 

52 

3.0e-20 

352 

79 

Pisum sativum aspartate transcarbamoylase (pyrB2) mRNA, 
complete cds 



Seq. No. 
Contig ID 
5 '-most EST 



195209 

17678_1.R1039 
LIB3135-061-Q1-K1-F1 



Seq. No. 

Contig ID 
5 '-most EST 



195210 

17679JL.R1039 
LIB3189-022-P1-K1-C6 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195211 

17689_1.R1039 

g3326037 

BLASTX 

g4457221 

298 

2.0e-26 

136 

51 

(AF127797) putative 
chinense] 



bZIP DNA-binding 



protein [Capsicum 



Seq. No. 


195212 


Contig ID 


17689 2.R1039 


5 '-most EST 


uC-gs f Imaxxa 0 8 8 e 0 3b 1 


Seq. No. 


195213 


Contig ID 


17689 3.R1039 


5 '-most EST 


LIB3272-017-P1-K1-E2 


Method 


BLASTN 


NCBI GI 


gl769890 


BLAST score 


54 


E value 


2.0e-21 


Match length 


98 


% identity 


89 


NCBI Description 


A.thaliana ATB2 gene 


Seq. No. 


195214 


Contig ID 


17694 1.R1039 


5 '-most EST 


g5048076 


Method 


BLASTN 


NCBI GI 


g4235150 


BLAST score 


42 



26275 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



-5.0e-14 
506 
81 

Arabidopsis thaliana chromosome I BAC T25B24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

195215 

17701_2.R1039 
LIB3135-061-Q1-K1-H10 

195216 

17705JL.R1039 

uC-gsronu33B106b01b2 

BLASTX 

g2245139 

191 

3.0e-14 

62 

56 

(Z97344) hypothetical protein [Arabidopsis thaliana] 
195217 

17707JL.R1039 

LIB3196-005-P1-M1-B3 

BLASTX 

g3023858 

992 

1.0e-108 

204 

48 

GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE 
PROTEIN >gi | 1256608 (U44850) G protein beta subunit 
[Glycine max] 

195218 

17707_2.R1039 

LIB3272-041-P1-K1-H3 

BLASTX 

g3023858 

431 

3.0e-42 

93 
86 

GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE 
PROTEIN >gi | 1256608 (U44850) G protein beta subunit 
[Glycine max] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



..R1039 

J-015-P1-K1-D5 



195219 
17714_1. 
LIB3189- 
BLASTX 
g710626 
287 

3.0e-25 

136 

60 

(D30719) ERD15 protein [Arabidopsis thaliana] >gi| 3241941 



26276 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC004625) dehydration-induced protein ERD15 [Arabidopsis 
thaliana] >gi 13894181 (AC005662) ERD15 protein [Arabidopsis 
thaliana] 

195220 

17725_1.R1039 

uC-gsflnu33B108e07bl 

BLASTX 

g4220535 

912 

1.0e-154 
313 
89 

(AL035356) 
thaliana] 



clathrin coat assembly like protein [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 



195221 

17733_1.R1039 
uC-gsflmaxxa097d08bl 

195222 

17733_2,R1039 
LIB3197-023-Q1-M1-H1 

195223 

17736JL.R1039 

LIB3135-062-Q1-K1-C3 

BLASTX 

g4455270 

205 

6.0e-16 

57 

63 

(AL035527) putative protein [Arabidopsis thaliana] 
195224 

17737JL.R1039 

uC-gsflnu33B115d09bl 

BLASTX 

g2829751 

215 

5.0e-17 

114 

39 

MACROPHAGE MIGRATION INHIBITORY FACTOR HOMOLOG (BMMIF) 
>gi| 1850559 (U88035) macrophage migration inhibitory factor 
[Brugia malayi] >gi 1 2190976 (AF002699) macrophage migration 
inhibitory factor [Brugia malayi] 

195225 

17739JL.R1039 
LIB3135-062-Q1-K1-C6 

195226 

17741JL.R1039 

g5047176 

BLASTX 



26277 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g234l642 
276 

7.0e-24 

225 

36 

(AC000104) F19P19.26 [Arabidopsis thaliana] 
195227 

17744JL.R1039 

LIB3189-013-P1-K1-B7 

BLASTX 

g951427 

991 

0.0e+00 

396 

80 

(M59857) stearoyl-acyl-carrier protein desaturase [Ricinus 
communis] 

195228 

17751_1.R1039 

LIB3135-062-Q1-K1-D9 

BLASTX 

g3114968 

461 

4.0e-46 

138 

60 

(Y14997) prolidase [Suberites domuncula] 
195229 

17761_1.R1039 

LIB3165-043-Q1-K1-G5 

BLASTN 

g2623910 

417 

0.0e+00 

522 

94 

Gossypium hirsutum ATPase B subunit (atpB) and ribulose 
1, 5-bisphosphate carboxylase/oxygenase large subunit (rbcL) 
genes, chloroplast genes encoding chloroplast proteins , 
partial cds, and atpB-rbcL intergenic spacer 

195230 

17761_2.R1039 

LIB3135-062-Q1-K1-E9 

BLASTN 

g2623911 

74 

3.0e-33 

100 

95 

Gossypium barbadense ATPase B subunit (atpB) and ribulose 
1, 5-bisphosphate carboxylase/oxygenase large subunit (rbcL) 
genes, chloroplast genes encoding chloroplast proteins, 
partial cds, and atpB-rbcL intergenic spacer 



26278 



Seq. No, 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



195231 

17764JL.R1039 
uC-gsronu33B163el0b2 

195232 

17770_1.R1039 

LIB3148-018-Q1-K1-C7 

BLASTX 

gl710530 

710 

4.0e-75 

146 

88 

60S RIBOSOMAL PROTEIN L27A >gi | 2129719 | pir | | S71256 
ribosomal protein L27a - Arabidopsis thaliana 
>gi|1107487|emb|CAA63025| (X91959) 60S ribosomal protein 
L27a [Arabidopsis thaliana] 

195233 

17770_2.R1039 

LIB3148-018-Q1-K1-C10 

BLASTX 

gl710530 

592 

3.0e-61 

124 

86 

60S RIBOSOMAL PROTEIN L27A >gi | 2129719 | pir || S71256 
ribosomal protein L27a - Arabidopsis thaliana 
>gi|1107487|emb|CAA63025| (X91959) 60S ribosomal protein 
L27a [Arabidopsis thaliana] 

195234 

17771_1.R1039 
LIB3146-003-P1-K1-A7 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195235 

17779_1.R1039 

LIB3135-062-Q1-K1-G4 

BLASTX 

g2500523 

275 

7.0e-24 

128 

48 

EUKARYOTIC INITIATION FACTOR 4A (EIF-4A) 

>gi (2190248 | db j |BAA20371| (D84472) translation initiation 
factor [Candida albicans] 



Seq. No. 
Contig ID 
5 T -most EST 



195236 

17783_1.R1039 
LIB3135-062-Q1-K1-G9 



Seq. No. 
Contig ID 
5 '-most EST 



195237 

17803_1.R1039 
LIB3145-001-P1-K1-D1 



26279 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



BLASTX 

g4557078 

164 

6.0e-ll 

250 
23 

(AC007045) putative Tall-1 pol polyprotein, 5 1 partial 
[Arabidopsis thaliana] 

195238 

17804JL.R1039 
uC-gsronu33B132c04bl 

195239 

17806JL.R1039 

uC-gsflmaxxa002g01bl 

BLASTX 

g2244956 

614 

3.0e-96 

390 
49 

(Z97340) strong similarity to pectinesterase [Arabidopsis 
thaliana] 

195240 

17813JL.R1039 

uC-gs f ImaxxaO 1 4 aO 3b 1 

BLASTX 

gl350548 

265 

4.0e-23 

84 

58 

(L47609) heat shock-like protein [Picea glauca] 
195241 

17816JL.R1039 

LIB3145-002-P1-K1-A10 

BLASTX 

g2982434 

278 

1.0e-24 

119 

46 

(AL022224) putative protein [Arabidopsis thaliana] 
195242 

17821JL.R1039 
LIB3145-002-P1-K1-A6 

195243 

17826_1.R1039 

uC-gsronu33B089cllbl 

BLASTX 

g3093294 

1000 



26280 



£ value 
Match length 
% identity 
NCBI Description 



1.0e-109 ' = 

309 

50 

(Y12782) putative villin [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



195244 

17830JL.R1039 
LIB3145-002-P1-K1-B9 



Seq, No. 
Contig ID 
5 '-most EST 



195245 

17837_1.R1039 
LIB3145-002-P1-K1-D2 



Seq. No. 
Contig ID 
5' -most EST 



195246 

17838_1.R1039 
LIB3147-004-Q1-K1-C12 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195247 

17845JL.R1039 

LIB3145-002-P1-K1-D9 

BLASTX 

g3892051 

655 

1.0e-68 

167 

78 

(AC002330) predicted NADH dehydrogenase 24 kD subunit 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



195248 

17849_1.R1039 
LIB3145-002-P1-K1-E12 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

-Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



195249 

17851JL.R1039 
LIB3145-002-P1-K1-E5 

195250 

17864_1.R1039 

g5047142 

BLASTX 

g2146732 

821 

5.0e-88 

212 

45 

FK506-binding protein - Arabidopsis thaliana >gi 11373396 
(U57838) rofl [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



195251 

17873JL.R1039 

g5046354 

BLASTX 

g3334323 

862 

1.0e-92 
193 



26281 



% identity 

NCBI Description 



86 

GTP-BINDING PROTEIN SAR1A >gi 11314860 (U56929) Sizl homolog 
[Arabidopsis thaliana] >gi | 2104532 I gb | AAC78700 . 1 1 
(AF001308) SARl/GTP-binding secretory factor [Arabidopsis 
thaliana] >gi 12104550 (AF001535) AGAA.4 [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



195252 

17892_1.R1039 
LIB3145-004-P1-K1-H10 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 



195253 

17901_1.R1039 
uC-gsf lmaxxa04 9d0 4bl 

195254 

17905_1.R1039 

LIB3145-044-Q1-K1-D8 

BLASTX 

g548493 

356 

2.0e-33 

200 

39 

EXOPOLYGALACTURONASE PRECURSOR (EXOPG) (PECTINASE) 
(GALACTURAN 1, 4-ALPfiA-GALACTURONIDASE) 
>gi I 629854 ipir M S30067 polygalacturonase - maize 
>gi | 288612 | emb | CAA47052 i {X66422 ) polygalacturonase 
mays] 

195255 

17908_1.R1039 
LIB3165-060-Q1-K1-D11 

195256 

17915__1.R1039 

LIB3145-005-Q1-K1-C12 

BLASTX 

g478809 

441 

2.0e-63 

143 

77 

protein kinase 
protein kinase 
protein kinase 



[Zea 



6 (EC 2.7.1.-) - soybean >gi|170047 (M67449) 
[Glycine max] >gi | 444789 | prf | | 1908223A 
[Glycine max] 



195257 

17916JL.R1039 
LIB3145-005-Q1-K1-C2 



Seq. No. 
Contig ID 
5 '-most EST 



195258 

17919_1.R1039 
LIB3145-005-Q1-K1-C6 



Seq. No. 
Contig ID 



195259 

17920 1.R1039 



26282 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



uC-gsflnu33B061el2bl 

BLASTX 

g2244818 

385 

5.0e-37 
176 
51 

(Z97336) 



hypothetical protein [Arabidopsis thaliana] 



195260 

17921_1.R1039 
LIB3145-005-Q1-K1-C8 

195261 

17931_1.R1039 

uC-gsflnu33B113b07bl 

BLASTN 

g3821780 

36 

1.0e-10 

36 
100 

Xenopus laevis cDNA clone 27A6-1 



195262 

17933JL.R1039 , — 

uC-gsronu33B078a01bl 

BLASTX 

g2244806 

247 

1.0e-35 

140 

54 

(Z97336) hypothetical protein 



[Arabidopsis thaliana] 



195263 

17938JL.R1039 

uC-gsflmaxxa067dl2bl 

BLASTX 

gl28592 

423 

2.0e-41 

116 

66 

POLLEN-SPECIFIC PROTEIN NTP303 PRECURSOR 
>gi|82190[pir||S22495 pollen-specific protein precursor 
common tobacco >gi | 19902 | emb | CAA4 3454 | (X61146) pollen 
specific protein [Nicotiana tabacum] 

195264 

17938_2.R1039 

LIB3145-031-Q1-K1-F3 

BLASTX 

g!28592 

232 

1.0e-26 
93 



26283 



% identity 

NCBI Description 



Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



67 ' 
POLLEN-SPECIFIC PROTEIN NTP303 PRECURSOR 
>gi|82190|pir| IS22495 pollen-specific protein precursor 
common tobacco >gi | 19902 | emb | CAA43454 | (X61146) pollen 
specific protein [Nicotiana tabacum] 

195265 

17951_1.R1039 

uC-gsf Imaxxa058b05bl 

BLASTN 

gl781298 

43 

1.0e-14 

183 
81 

N. tabacum mRNA for transf ormer-SR ribonucleoprotein 



Seq. No. 


195266 


Contig ID 


17952 l.RlLoy 


5 '-most EST 


LIB314 /-U4U-Ql-Kl-Cil 


Method 


BLASTX 


NCBI GI 


gl781299 


BLAST score 


455 


E value 


4 . Oe-45 


Match length 


101 


% identity 


84 


NCBI Description 


(Y09506) transf ormer-SR ribonuc 




tabacum] 


Seq. No. 


195267 


Contig ID 


17958_1 . R1039 


5 '-most EST 


T *r 1-* *"1 1 AC Art/" /*\ "1 v1 TV O 

LIB3145-006-Q1-K1-A2 


Method 


BLASTX 


NCBI GI 


g4490323 


BLAST score 


4ii 


E value 


7.0e-43 


Match length 


131 


% identity 


65 


NCBI Description 


(AJ131464) nitrate transporter 


Seq. No. 


195268 


Contig ID 


17962 1.R1039 


5 T -most EST 


LIB3272-055-P1-K1-G1 


Method 


BLASTX 


NCBI GI 


g4567267 


BLAST score 


470 


E value 


4.0e-47 


Match length 


104 


% identity 


84 


NCBI Description 


(AC006841) putative zinc finge 




thaliana] 


Seq. No. 


195269 


Contig ID 


17967 1.R1039 


S'-most EST 


g5046896 


Method 


BLASTX 


NCBI GI 


g!652942 



[Nicotiana 



26284 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



345 

4.0e-32 

250 

37 

(D90909) extragenic suppressor [Synechocystis sp.] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195270 

17972_1.R1039 

g3326466 

BLASTX 

g3023522 

303 

2.0e-27 

137 

47 

COATOMER BETA 1 SUBUNIT (BETA 1 -COAT PROTEIN) (BETA 1 -COP) 
(P102) >gi | 2454309 (AF002705) beta prime COP [Rattus 
norvegicus] 



Seq. No. 


lyoz /l 


Contig ID 


17972 3.R1039 


5 T -most EST 


LIB3147-003-Q1-K1-A1 


Seq. No. 


195272 


Contig ID 


17972_4 .R1039 


5' -most EST 


LIB3145-006-Q1-K1-B5 


Seq. No. 


195273 


Contig ID 


17986_1.R1039 


5 1 -most EST 


g3326319 


beq. No. 


xyoz / 4 


Contig ID 


17995 1.R1039 


5 '-most EST 


LIB3145-006-Q1-K1-E10 


Method 


BLASTX 


NCBI GI 


g3201627 


BLAST score 


762 


E value 


5.0e-81 


Match length 


238 


% identity 


65 


NCBI Description 


(AC004669) putative SWH1 protein 


Seq. No. 


195275 


Contig ID 


17998 1.R1039 


5' -most EST 


LIB3145-006-Q1-K1-E4 


Seq. No. 


195276 


Contig ID 


17999 1.R1039 


5' -most EST 


LIB3149-048-Q1-K1-H1 


Method 


BLASTX 


NCBI GI 


g3402693 


BLAST score 


509 


E value 


3.0e-51 


Match length 


154 


% identity 


67 


NCBI Description 


(AC004697) unknown protein [Arab 



26285 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195277 

18005_1.R1039 

uC-gs f ImaxxaO 93h0 lbl 

195278 

18008_1.R1039 

LIB3165-052-Q1-K1-A1 

BLASTX 

gl!5473 

435 

5.0e-43 

140 

61 

CARBONIC ANHYDRASE, CHLOROPLAST PRECURSOR (CARBONATE 
DEHYDRATASE) >gi| 170219 (M94135) chloroplast carbonic 
anhydrase [Nicotiana tabacum] >gi | 445610 | prf | | 1909357A 
carbonic anhydrase [Nicotiana tabacum] 



beq. jnio. 


1 Qt;07Q 

±y oz / y 


Contig ID 


loUiu i.Riuoy 


r* ■ i_ o m 

5 -most EST 


LIB314o-UUo-Ql-Kl-£ / 


beq. no. 




Contig ID 


18013 1.R1039 


5 '-most EST 


LIB3145-006-Q1-K1-G10 


Seq. No. 


195281 


Contig ID 


18019 1.R1039 


5 '-most EST 


g5050796 


Method 


BliAblA 


NCBI GI 


gz yozoU 5 


BLAST score 


1195 


E value 


1.0e-131 


Match length 


ZD/ 


% identity 


82 


NCBI Description 


(AF051236) hypothetical protein 


Seq. No. 


195282 


Contig ID 


18021 1.R1039 


5 '-most EST 


LIB3165-013-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


g2088662 


BLAST score 


232 


E value 


4.0e-37 


Match length 


190 


% identity 


51 


NCBI Description 


(AF002109) unknown protein [Arab 


Seq. No. 


195283 


Contig ID 


18027 1.R1039 


5 '-most EST 


LIB3147-015-Q1-K1-E7 


Seq. No. 


195284 


Contig ID 


18029 1.R1039 


5 '-most EST 


LIB3148-054-Q1-K1-E1 


Seq. No. 


195285 



26286 



Contig ID 
S'-most EST 



18033_1.R1039 
LIB3146-035-P1-K1-C5 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195286 

18041J..R1039 

LIB3145-019-Q1-K1-F12 

BLASTX 

g4249418 

384 

6.0e-37 

108 

43 

(AC006072) putative zinc-finger protein (C-x8-C-x5-C-x3-H 
type domains), 5 f partial [Arabidopsis thaliana] 

195287 

18042_1.R1039 

LIB3145-007-Q1-K1-B6 

BLASTX 

g4049401 

173 

2.0e-12 

57 

65 

(AJ131580) glutathione transferase At GST 10 [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195288 

18043_2.R1039 

LIB3166-030-P1-K1-B12 

BLASTX 

g4376203 

273 

2.0e-26 

136 

42 

(U35226) putative cytochrome P-450 
plumbaginifolia] 



[Nicotiana 



Seq. No. 
Contig ID 
5' -most EST 



195289 

18045_1.R1039 

g5044698 

BLASTX 

gl24713 

1086 

1.0e-119 

280 

72 

ACID BETA-FRUCTOFURANOSIDASE PRECURSOR (ACID 
SUCROSE- 6 -PHOSPHATE HYDROLASE) (ACID INVERTASE) (AI) 
(VACUOLAR INVERT ASE) >gi | 21832 6 | dbj | BAA01107 | (D10265) 
invertase [Vigna radiata] >gi | 384325 ! prf | | 1905412A acid 
invertase [Vigna radiata] 

195290 

18048_1.R1039 
LIB3272-033-P1-K1-B3 



26287 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value , 

Match length 

% identity 

NCBI Description 



195291 

18050J..R1039 

uC-gsflnu33B112a09bl 

BLASTX 

g!19778 

226 

2,0e-21 

97 

50 

FUMARYLACETOACETASE { FUMARYLACETOACETATE HYDROLASE) 
(BETA-DIKETONASE) (FAA) >gi | 106043 | pir | IA37926 
fumarylacetoacetase {EC 3.7.1.2) - human >gi 1182393 
(M55150) fumarylacetoacetate hydrolase [Homo sapiens] 
>gi | 4557587 | ref I NP_000128 . 1 1 pFAH | fumarylacetoacetase 

195292 

18050_2.R1039 

uC-gsflmaxxa058cl2bl 

BLASTX 

gll9778 

875 

2.0e-94 

257 

61 

FUMARYLACETOACETASE (FUMARYLACETOACETATE HYDROLASE) 
(BETA-DIKETONASE) (FAA) >gi | 10604 3 | pir | | A37 926 

fumarylacetoacetase (EC 3.7.1.2) - human >gi | 182393 
(M55150) fumarylacetoacetate hydrolase [Homo sapiens] 

>gi | 4557587 | ref | NPJ300128 . 1 1 pFAH | fumarylacetoacetase 

195293 

18052_1.R1039 

LIB3145-007-Q1-K1-C6 

BLASTX 

g4455313 

483 

2.0e-48 

176 

53 

(AL035528) fatty acid elongase-like protein (cer2-like) 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195294 

18055_1.R1039 

uC-gsronu33B038gllbl 

BLASTX 

g2501231 

457 

1.0e-45 

151 
64 

HYPOTHETICAL 38.1 KD PROTEIN >gi | 99505 | pir 1 | S24 930 
hypothetical protein - pink corydalis 
>gi|18258|emb|CAA45139| (X63595) protein of unknown 
function [Corydalis sempervirens] >gi | 444333 | prf | | 1906382A 
pCSC71 protein [Corydalis sempervirens] 



26288 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 



195295 

18056J..R1039 

LIB3145-007-Q1-K1-D1 

BLASTX 

g629561 

121 

3.0e-13 

107 

44 

SRG1 protein - Arabidopsis thaliana 
>gi|479047|embiCAA55654| (X79052) SRG1 [Arabidopsis 
thaliana] 

195296 

18057JL.R1039 
LIB3146-053-Q1-K1-E10 

195297 

18071JL.R1039 

LIB3145-007-Q1-K1-E2 

BLASTX 

gl488043 

170 

4.0e-12 
47 

72 : u : 

(U63784) PAPS-reductase-like protein [CatharanthusJ^fesel 



195298 

18072JL.R1039 
LIB3145-051-Q1-K1-F5 
BLASTX 
gl!3515 
446 

3.0e-88 
225 
70 

FLORAL HOMEOTIC PROTEIN AGL5 >gi | 81613 | pir || E39534 floral 
homeotic protein AGL5 - Arabidopsis thaliana >gi 1166596 
(M55553) transcription factor [Arabidopsis thaliana] 

195299 

18080_1.R1039 

LIB3145-018-Q1-K1-D7 

BLASTX 

g2098705 

393 

4.0e-38 

154 

49 

(U82973) pectinesterase [Citrus sinensis] 
195300 

18083_1.R1039 

LIB3189-005-P1-K1-A3 

BLASTX 




26289 



NCBI GI 


g3132675 


BLAST score 


1174 
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BLAST score 


157 


E value 


5.0e-10 
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100 
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NCBI Description 


(AC005311) putative reverse transcriptase 




thaliana] 


Q OCT VT(-v 


195302 
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NCBI Description 


(AF017144) (1-4) -beta-mannan endohydrolase 




esculent urn] 




X JJJUJ 


Contig ID 


18093 2.R1039 


5 '-most EST 


LIB3145-011-Q1-K1-B12 




X JJJ U \J 


Contia ID 


18094 1.R1039 


5 '-most EST 


LIB3145-007-Q1-K1-G8 


Seq. No. 


195307 


Contig ID 


18098 1.R1039 


5 '-most EST 


uC-gsflnu33B002el2bl 



[Arabidopsis 



26290 





RT.ASTX 


NCBI GI 


g!588365 


BLAST score 


182 


Hi V ctX Liti 


• Uc 1J 


Maf ph 1 on rr"h n 


7fi 


% identity 


44 


NCBI Description 


signal peptidase : SUBUNIT=12kD [Homo sapi 
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BLAST score 
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E value 


. ue - 0^ 
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riaucn iencjLn 


1 

lOU 


% identity 
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NCBI Description 


(AC006069) unknown protein [Arabidopsis 


beq* JMO. 


x yooxx 


contiy iu 
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3.0e-14 
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E value 


3.0e-30 


Match length 


164 


% identity 


48 


NCBI Description 


(AC002329) predicted protein of unknown 




[Arabidopsis thaliana] 



[Nicotiana tabacum] 



(gb|X78993) 



26291 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195313 

18126_1.R1039 
LIB3146-005-Q1-K1-A4 

195314 

18133_1.R1039 

g5047351 

BLASTX 

gl777312 

536 

1.0e-54 

211 
52 

(D30622) novel serine/threonine protein kinase [Arafoidopsis 
thaliana] 

195315 

18141J..R1039 

LIB3189-010-P1-K1-H5 

BLASTX 

g4115538 

469 

2.0e-46 

293 

42 

(AB012116) UDP-glycose:flavonoid glycosyltransf erase [Vigna 
mungo] 

195316 

18144JL.R1039 

LIB3146-006-Q1-K1-E2 

BLASTX 

g3850581 

545 

9.0e-56 

138 

72 

(AC005278) 
thaliana] 



EST gb|N96383 comes from this gene. [Arabidopsis 



Seq. No. 

Contig ID 

5 r -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



195317 

18148_1.R1039 

LIB3145-008-Q1-K1-E12 

BLASTX 

g2695861 

932 

1.0e-101 

209 

85 

(Y14272) 3-deoxy-D-manno-2-octulosonate-8-phosphate 
synthase [Pisum sativum] >gi | 2695863 | emb | CAA74 645 [ (Y14273) 
3-deoxy-D-manno-2-octulosonate-8-phosphate synthase [ Pisum 
sativum] 

195318 

18156 1.R1039 



26292 



5 T -most EST 



LIB3145-008-Q1-K1-E9 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



195319 

18157JL.R1039 

LIB3197-046-Q1-M1-H10 

BLASTX 

g3450889 

613 

1.0e-154 

395 
75 

(AF083890) 19S proteosome subunit 



9 [Arabidopsis thaliana] 



195320 

18157_2.R1039 

uC-gsflnu33B097d01bl 

BLASTX 

g2642158 

480 

2.0e-48 

114 

76 

(AC003000) hypothetical protein [Arabidopsis thaliana] 
195321 

18160_1.R1039 

L1B3145-008-Q1-K1-F2 

BLASTX 

gl706473 

370 

5.0e-35 

236 

41 

DNAJ PROTEIN HOMOLOG 1 (HDJ-1) (HEAT SHOCK PROTEIN 40) 
(HSP40) >gi| 542840 |pir| IJN0912 heat-shock protein hsp40 
human >gi | 575891 | dbj |BAA08495| (D49547) HSP40 [Homo 
sapiens] >gi | 1816452 | dbj | BAA12 819 | (D85429) heat shock 
protein 40 [Homo sapiens] 

195322 

18164JL.R1039 

LIB3148-052-Q1-K1-F10 

BLASTX 

g3860321 

609 

2.0e-63 

163 

66 

(AJ012687) beta-galactosidase [Cicer arietinum] 
195323 

18164_2.R1039 

LIB3145-008-Q1-K1-F7 

BLASTX 

g2961390 

535 

1.0e-54 



26293 



Match length 

% identity 

NCBI Description 



135 
66 

(AL022141) beta-galactosidase like protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 f -most EST 



195324 

18165_1.R1039 

LIB3145-008-Q1-K1-F8 

BLASTX 

g4455293 

638 

2.0e-66 

214 

68 

(AL035528) putative protein [Arabidopsis thaliana] 
195325 

18169_1.R1039 
LIB3197-005-P1-M1-A1 



Seq. No. 
Contig ID 
5 1 -most EST 



195326 

18170_1.R1039 
LIB3145-008-Q1-K1-G12 



Seq. No. 
Contig ID 
5 T -most EST 



195327 

18180_1.R1039 
LIB3145-008-Q1-K1-H11 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



195328 

18191_1.R1039 

LIB3145-009-Q1-K1-A3 

BLASTX 

g3757520 

149 

3.0e-09 

57 

53 

(AC005167) unknown protein 



[Arabidopsis thaliana] 



195329 

18195JL.R1G39 

uC-gsflmaxxa001f04bl 

BLASTN 

g3821780 

36 

1.0e-10 

45 

48 

Xenopus laevis cDNA clone 27A6-1 
195330 

18195_2.R1039 

LIB3145-013-Q1-K1-F5 

BLASTX 

g4567229 

348 

1.0e-32 



26294 



Match length 

% identity 

NCBI Description 



167 
43 

(AC007119) putative pectin methylesterase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



.R1039 

-009-Q1-K1-B1 



195331 
18198JL. 
LIB3145- 
BLASTX 
g729273 
657 

3.0e-69 

143 

88 

CYPR04 PROTEIN >gi | 322804 | pir | | S28592 cypro4 protein - 
cardoon >gi 1 17959 | emb | CAA4 9354 | (X69672) cypro4 [Cynara 
cardunculus] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBJ Description 



Seq. No. 
Contig ID 
5' -most EST 



195332 

18202_1.R1039 

LIB3145-009-Q1-K1-B3 

BLASTX 

g4538939 

305 

1.0e-27 

204 
37 

(AL049483) 
thaliana] 



Col-0 casein kinase I-like protein [Arabidopsis 



195333 

18207_1.R1039 
LIB3145-009-Q1-K1-C10 



Seq. No. 
Contig ID 
5' -most EST 



195334 

18209JL.R1039 
LIB3196-039-P1-M1-D3 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



195335 

18209_2.R1039 

LIB3189-023-P1-K1-F12 

BLASTX 

g2252866 

196 

1.0e-14 

56 

68 

(AF013294) contains region of similarity to SYT 
[Arabidopsis thaliana] 

195336 

18216_1.R1039 

LIB3166-058-P1-K1-D11 

BLASTX 

g3763916 

318 

3.0e-29 



26295 



Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 



182 
42 

(AC004450) unknown protein [Arabidopsis thaliana] 

>gi I 4531439 igb|AAD22124*l|AC006224_6 (AC006224) unknown 

protein [Arabidopsis thaliana] 

195337 

18221J..R1039 
LIB3272-006-P1-K1-H3 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID i: 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



195338 

18224_1.R1039 

LIB3189-007-P1-K1-A12 

BLASTX 

g2136139 

474 

4.0e-47 

261 
39 

sds22 protein homolog - human >gi 1 1085028 | emb 1 CAA90626 | 

(Z50749) yeast sds22 homolog [Homo sapiens] 

>gi 1 1585165 Iprf | I2124310A sds22 gene [Homo sapiens] 

>gi | 4506013 | ref | NP_002703 . 1 |pPPPlR7 | protein phosphatase 1, 

regulatory subunit 

195339 

18227_1.R1039 
LIB3145-009-Q1-K1-E10 

195340 

18230_1.R1039 
uC-gsronu33B050h08bl 

195341 

18231_1.R1039 
uC-gsflnu33B082e01bl 

195342 

18234_1.R1039 
LIB3145-009-Q1-K1-E9 

195343 

18245_1.R1039 

uC-gsflnu33B127h!2bl 

BLASTX 

gl785955 

209 

1.0e-16 

100 

27 

(U38786) calmodulin [Trichomonas vaginalis] 
195344 

18246_1.R1039 

LIB3146-058-Q1-K1-H4 

BLASTX 

g3461884 



26296 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



351 

4.0e-33 

105 
69 

(AB006082 ) phosphoribosyl-ATP pyrophosphohydrolase 
[Arabidopsis thaliana] >gi | 34 61886 | dbj | BAA32529 | (AB006083) 
phosphoribosyl-ATP pyrophosphohydrolase [Arabidopsis 
thaliana] 

195345 

18248JLR1039 
g3326143 

195346 

18256_1.R1039 

LIB3149-033-Q1-K1-B12 

BLASTX 

g3757522 

362 

2.0e-34 

98 

67 

(AC005167) putative splicing factor [Arabidopsis thaliana] 
195347 

18266_1.R1039 
LIB3166-023-P1-K1-D10 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



195348 

18266_2.R1039 
LIB3149-006-Q1-K1-A6 

195349 

18271_1.R1039 

uC-gsflnu33B002c05bl 

BLASTX 

g2829275 

900 

4.0e-97 

237 

73 

(AF044265) nucleoside diphosphate kinase 3 [Arabidopsis 
thaliana] >gi 13513740 (AF080118) contains similarity to 
nucleoside diphosphate kinases (Pfam: NDK.hmm, score: 
301.12) [Arabidopsis thaliana] >gi | 4539375 | emb | CAB4 0069 . 1 1 
(AL049525) nucleoside diphosphate kinase 3 (ndpk3) 
[Arabidopsis thaliana] 

195350 

18277JL.R1039 

LIB3145-010-Q1-K1-B5 

BLASTX 

g2244780 

258 

2.0e-22 

104 

57 



26297 



NCBI Description 



(Z97335) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



195351 

18290_1.R1039 

LIB3145-010-Q1-K1-C8 

BLASTX 

gl711507 

468 

8.0e-47 

131 

67 

SIGNAL RECOGNITION PARTICLE 19 KD PROTEIN (SRP19) 

>gi 1 624221 (U19030) signal recognition particle 19 kDa 

protein subunit SRP19 [Oryza sativa] 

195352 

18293J..R1039 
LIB3145-010-Q1-K1-D10 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195353 

18296JL.R1039 

LIB3145-010-Q1-K1-D4 

BLASTX 

g4115925 

588 

9.0e-61 

135 

43 

(AF118222) contains similarity to RNA recognition motifs 
(Pfam: PF00076, Score=5 . 5e-23, N=2) [Arabidopsis thaliana] 
>gi|4539439|emb|CAB40027.1| (AL049523) RNA-binding protein 
[Arabidopsis thaliana] 

195354 

18296_2.R1039 

LIB3147-047-Q1-K1-E8 

BLASTX 

g4115925 

578 

9.0e-60 

128 

49 

(AF118222) contains similarity to RNA recognition motifs 
{Pfam: PF00076, Score=5 . 5e-23, N=2) [Arabidopsis thaliana] 
>gi I 4539439 | embl CAB40027.il (AL049523) RNA-binding protein 
[Arabidopsis thaliana] 

195355 

18297_1.R1039 

g5044253 

BLASTX 

g3249098 

204 

8.0e-16 

142 
37 

(AC003114) ESTs gb|T04610, gb|N38459, gb|T45174 / gb|R30481 



26298 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



and gb|N64971 come from this gene. [Arabidopsis thaliana] 
195356 

18298_1.R1039 
uC-gsronu33B110g03bl 

195357 

18313JL.R1039 

LIB3145-010-Q1-K1-F2 

BLASTX 

g3850568 

227 

2.0e-18 

110 

49 

(AC005278) Similar to hypothetical protein SPAC2F7.14c 

gi 1 1052797 from Schizosaccharomyces pombe cosmid gb|Z50142. 

[Arabidopsis thaliana] 

195358 

18315_1.R1039 

LIB3145-010-Q1-K1-F5 

BLASTX 

g4006882 

169 

3.0e-12 

93 

38 

(Z99707) UDP-glucuronyltransf erase-like protein 
[Arabidopsis thaliana] 

195359 

18318_1.R1039 

LIB314 6-044-Q1-K1-E3 

BLASTX 

g4432860 

380 

3.0e-36 

134 

16 

(AC006300) putative glucose-induced repressor protein 
[Arabidopsis thaliana] 

195360 

18323JL.R1039 
LIB3145-014-Q1-K1-G6 

195361 

18330JL.R1039 

LIB3146-019-Q1-K1-C4 

BLASTN 

g3821780 

36 

2.0e-10 

37 

61 

Xenopus laevis cDNA clone 27A6-1 



26299 



# 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195362 

18339_2.R1039 

LIB3165-048-Q1-K1-H10 

BLASTX 

g2914709 

426 

1.0e-42 

119 

77 

(AC003974) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 T -most EST 



195363 

18340_1.R1039 
uC-gsronu33B113a03bl 



Seq. No. 
Contig ID 
S'-most EST 



195364 

18344_1.R1039 
LIB3146-008-Q1-K1-H2 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195365 

18354_1.R1039 

LIB3145-011-Q1-K1-B7 

BLASTX 

gl731144 

155 

6.0e-15 

128 
40 

HYPOTHETICAL 28.6 KD PROTEIN T07A5.2 IN CHROMOSOME III 
>gi|3879519|emb|CAA88132| (Z48055) similar to the yeast 
hypothetical protein YK10 (Swiss Prot accession number 
P36125); cDNA EST EMBL:C11826 comes from this gene 
[Caenorhabditis elegans] 



Seq. No. 
Contig ID 
5 '-most EST 



195366 

18356JL.R1039 
uC-gsflmaxxa098a04bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

.NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195367 

18357_1.R1039 

LIB3146-060-Q1-K1-E11 

BLASTX 

gl00903 

182 

4.0e-13 

87 

22 

nucleic acid-binding protein - maize >gi 1168526 (M74566) 
nucleic acid-binding protein [Zea mays] 



Seq. No. 
Contig ID 
5* -most EST 
Method 
NCBI GI 
BLAST score 



195368 

18358J..R1039 

LIB3145-037-Q1-K1-G9 

BLASTX 

g2290532 

506 



26300 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -mo st EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-51 

164 
63 

(U94748) 



AN11 [Petunia x hybrida] 



195369 

18361JL.R1039 

LIB3148-035-Q1-K1-B12 

BLASTX 

g461736 

790 

2.0e-84 

166 

96 

MITOCHONDRIAL CHAPERONIN HSP60-2 PRECURSOR 
>gi|478786|pir| IS29316 chaperonin 60 - cucurbit 
>gi|12546iemb|CAA50218| (X70868) chaperonin 60 [Cucurbita 
sp.] 

195370 

18373JL.R1039 

uC-gs f ImaxxaO 7 6e0 3bl 

BLASTX 

g3386614 

374 

2.0e-51 

143 

35 

(AC004665) putative transcription factor SF3 [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195371 

18388_1.R1039 
LIB3145-011-Q1-K1-F10 

195372 

18396_1.R1039 

LIB3145-011-Q1-K1-G1 

BLASTX 

g4185599 

196 

5.0e-15 

111 

41 

(AB010708) Anthocyanin 5-aromatic acyltransf erase [Gentiana 
triflora] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195373 

18405JL.R1039 

LIB3145-011-Q1-K1-G5 

BLASTX 

g2827544 

529 

4.0e-54 

144 

72 

{AL021635) HSP associated protein like [Arabidopsis 



26301 



thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

*4atch length 

% identity 

NCBI Description 



195374 

18408JL.R1039 

LIB3145-011-Q1-K1-G9 

BLASTX 

g3122638 

564 

2.0e-58 

115 

40 

PP1/PP2A PHOSPHATASES PLEIOTROPIC REGULATOR PRL1 
>gi| 1076381 Ipir | IS49820 PRL1 protein - Arabidopsis thaliana 
>gi|577733|emb|CAA58031| (X82824) PRL1 [Arabidopsis 
thaliana] >gi | 577735 | emb | CAA58032 | (X82825) PRL1 
[Arabidopsis thaliana] >gi | 2244947 | emb | CAB10369. 1 | (Z97339) 
PRL1 protein - Arabidopsis thaliana 



Seq. No. 


195375 


Contig ID 


18409 1.R1039 


5 '-most EST 


LIB3145-011-Q1-K1-H2 


Method 


BLASTX 


NCBI GI 


g3738329 


BLAST score 


442 


E value 


8.0e-48 


Match length 


145 


% identity 


75 


NCBI Description 


(AC005170) unknown protein 


Seq. No. 


195376 


Contig ID 


18416 1.R1039 


5 '-most EST 


LIB3146-024-Q1-K1-C8 


Method 


BLASTX 


NCBI GI 


g4572674 


BLAST score 


548 


E value 


5.0e-56 


Match length 


164 


% identity 


65 


NCBI Description 


(AC006954) unknown protein 


Seq. No. 


195377 


Contig ID 


18417 1.R1039 


5 '-most EST 


LIB3145-023-Q1-K1-D5 


Method 


BLASTX 


NCBI GI 


g2760326 


BLAST score 


1056 


E value 


1.0e-115 


Match length 


508 


% identity 


53 


NCBI Description 


(AC002130) F1N21.11 [Arabi< 


Seq. No. 


195378 


Contig ID 


18417 3.R1039 


5 '-most EST 


LIB3148-057-Q1-K1-F4 


Method 


BLASTX 


NCBI GI 


g2760326 


BLAST score 


164 



[Arabidopsis thaliana] 



26302 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-ll 

95 

40 

(AC002130) F1N21.11 [Arabidopsis thaliana] 
195379 

18419_1.R1039 

LIB3145-011-Q1-K1-H9 

BLASTX 

g2702277 

296 

1.0e-26 

136 
49 

(AC003033) putative cyclin g-associated kinase [Arabidopsis 
thaliana] >gi 12914689 (AC003974) putative cyclin 
g-associated kinase [Arabidopsis thaliana] 

195380 

18423JL.R1039 

uC-gsronu33B058d01bl 

BLASTX 

g2462828 

475 

1.0e-47 

171 
54 

(AF000657) hypothetical protein [Arabidopsis thaliana] 
195381 

18424JL.R1039 

LIB3145-012-Q1-K1-A5 

BLASTX 

g3885334 

1385 

1.0e-154 

337 
77 

(AC005623) 
thaliana] 



putative argonaute protein [Arabidopsis 



Seq. No. 
Contig ID 
5 T -most EST 



195382 

18425JL.R1039 
LIB3147-013-Q1-K1-F12 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195383 

18427JL.R1039 

uC-gsronu33B019f04bl 

BLASTX 

g2961377 

389 

3.0e-37 
224 
5 

(AL022141) 
thaliana] 



putative receptor protein kinase [Arabidopsis 



26303 



beq* No. 


1 Q £ -3Q A 


uontig ±u 




3 IlLUo L HiOl 






dt 


NCBI GI 


gl814232 


BLAST score 


155 


E value 


i . ue 


Match length 


1 t^9 


% identity 


34 


NCBI Description 


(U64675) BS-63 [Homo sapiens] 


beq. no. 




Contig ID 


18430 1.R1039 


S'-most EST 


LIB3145-012-Q1-K1-B12 


C /V T XT y-v 

beq. jno. 




oonuig iu 


104,jZ I.KIUjj 


o — most hibi 


L1HJ14 o-uz y— yi— tiO 


beq. No. 


lyoJo / 


Contig ID 


1 O yl VI O "1 n 1 O "3 ft 


0 — JHOSH HjO 1 


nf-rrcrnrMi^nl RQrrl HK9 


jxieLiioQ 


DLiiiO 1 A 


NCBI GI 


g2827704 


BLAST score 


380 


E value 


l . ue- Jo 


Match iengtn 


lo4 


% identity 


57 


NCBI Description 


(AL021684) LRR-like protein [Arabidops. 


Seq. No. 


195388 


Contig ID 


1 O < « r -i Til ft *3 ft 

18445 1 . R1039 


o -most hjbi 


JLlDOlDD-Uoy— ir 1— J\1 _ dZ 


Method 


DT 7\ Q "PY 
Dliiio I A 


NCBI GI 


gl621268 


BLAST score 


1106 


E value 


i . ue — ±zi 


Match length 




% identity 


/ J 


NCBI Description 


(Z81012) unknown [Ricinus communis] 


Seq. No. 


1 ft C *3 O ft 

195389 


Contig ID 


t a a c r\ 1 n i ft o n 

18450 1.R1U39 


o -most tihi 


ul-— gsrimaxxau4ugj.^Di 


Method 


JjJLxfiO 1 A 


MPDT r*T 




BLAST score 


632 


E value 


1.0e-65 


Match length 


195 


% identity 


63 


NCBI Description 


IS0VALERYL-C0A DEHYDROGENASE PRECURSOR 



>gi| 88038 Ipir MA37033 isovaleryl-CoA dehydrogenase (EC 
1.3.99.10) precursor - human >gi 1306897 (M34192) 
isovaleryl-coA dehydrogenase (IVD) [Homo sapiens] 
>gi|4504799|ref | NP_002216. 1 | pIVD | isovaleryl Coenzyme A 
dehydrogenase 



26304 



Seq. No* 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195390 r - 

18450_2.R1039 

LIB3145-012-Q1-K1-D11 

BLASTX 

gl25051 

469 

4.0e-47 

144 

65 

ISOVALERYL-COA DEHYDROGENASE PRECURSOR (IVD) 
>gi|88038 |pir| IA37033 isovaleryl-CoA dehydrogenase (EC 
1.3.99.10) precursor - human >gi|306897 (M34192) 
isovaleryl-coA dehydrogenase (IVD) [Homo sapiens] 
>gi|4504799|ref 1 NP_002216. 1 | pIVD | isovaleryl Coenzyme A 
dehydrogenase 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195391 

18452JL.R1039 

uC-gsronu33B134a03bl 

BLASTX 

g3132478 

316 

5.0e-29 

149 

46 

(AC003096) bZIP-like protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195392 

18453JL.R1039 

LIB3145-012-Q1-K1-D3 

BLASTX 

g!16054 

654 

2.0e-68 

143 

85 

CALCIUM-DEPENDENT PROTEIN KINASE SK5 (CDPK) 

>gi 1 280393 Ipir MA43713 calcium-dependent protein kinase (EC 
2.7.1.-) - soybean >gi| 169931 (M64987) Glycine max calcium 
dependent protein kinase mRNA. [Glycine max] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195393 

18458_1.R1039 

LIB3145-012-Q1-K1-D8 

BLASTX 

g4322563 

146 

8.0e-09 

111 

31 

(AF089838 ) phosphatidylglycerol/phosphatidylinositol 
transfer protein [Aspergillus oryzae] 



Seq. No. 

Contig ID 
5' -most EST 



195394 

18461_1.R1039 
uC-gsflmaxxa054g02bl 



26305 



beq. jno. 


1 qcqqc; 

i yooyo 


_ _ j ; _ t T""\ 

uontig iu 


io4 /z i . Kiuoy 


0 ILlOo L EjD 1 


T TP**31 4^-01 9-D1 -K1 -FT 0 

LiJLDO± l ±-J U1l Ja-l t 1U 


Method 


DT 7\ QTY 

D-LAo 1 A 


NCBI GI 


g3759184 


BLAST score 


261 


E value 




MaLCa JLeny ufl 


9 n q 


% identity 




NCBI Description 


(AdU1o44x) pni— i [Nicotiana LaDacumj 


Seq. No. 


lyo jyb 


Contig ID 


±o4 / b 1 . KlUoy 


0 — IuOSl tol 




Method 


DT 71 O rp V 


MOD T PT 

NCBI bl 


goUzoy bl 


BLAST score 


728 


E value 


2.0e-77 


Match length 


1 £9 


% identity 


o o 


NCBI Description 


HOMEOBOX PROTEIN KNOTTED- 1-LIKE >gi|194i 




(Z71980) knottedl-like homeobox protein 


O a s"w- XT ^ 

beq. no. 


1 DEOQ'7 

i yojy / 


Contig ID 


lo 4 / / i . riu jy 


5 -most EST 


t tdoi /i c mo r\i v~\ tp a 
LIBJ14o-U±z-£)l-J\l-i: 4 


Seq. No. 


195 39b 


Contig ID 


18488 1.R1U39 


0 — ItlOSt £jO 1 


L1dj14j Uii yl ftl uD 


Metnoa 




NCBI GI 


g4538903 


BLAST score 


393 


E value 


o . ue— oo 


Match length 


ol 


% identity 


89 


NCBI Description 


(AL049482) putative protein [Arabidopsi; 


Seq. No. 


195399 


Contig ID 


1848 9_1 . RIO 3 9 


o -most Ebl 


lilrS314 0-Ul^-Ul— lx±-vab 


Method 


D-LAo 1 A 


NCBI GI 


g4097547 


BLAST score 


217 


E value 


1 . ue— 1 / 


Ma t ch 1 engt h 


QQ 
OO 


% identity 


30 


NCBI Description 


(U64 906) ATFP3 [Arabidopsis thaliana] 


beq. No. 


1904UU 


Contig ID 


18491 1.R1039 


5' -most EST 


LIB3149-022-Q1-K1-G2 


Seq. No. 


195401 


Contig ID 


18492 1.R1039 


5' -most EST 


g3326299 


Method 


BLASTX 



[Malus domestical 



26306 



NCBI GI 


g2245115 


BLAST score 


235 


E value 


3 . Oe-19 


Match length 


1 C A 

154 


% identity 


38 


NCBI Description 


(Z9734 3) unnamed protein product [Arabic 


Seq. No. 


195402 


Contig ID 


18 4 96_1 .R1039 


5' -most EST 


t mil a c r\ "1 O f~\ "1 T>*"1 T7*1 o 

LIB3145-012-Q1-K1-H12 


Seq. No. 


195403 


Contig ID 


18497_1 . R1039 


5 -most EST 


LIBol4o-UlZ-Ql-Kl-Ho 


Method 


DT A C TV 


NCBI GI 


g4432840 


BLAST score 


225 


E value 


/ . Ue-oo 


Match length 


112 


% identity 


71 


NCBI Description 


(AC006283) unknown protein [Arabidopsis 


Seq. No. 


195404 


Contig ID 


18506_1.R1039 


5 -most EST 


LIB3145-049-Q1-K1-C4 


Method 


BLASTX 


NCBI GI 


g3702121 


BLAST score 


446 


E value 


2.0e-44 


Match length 


130 


% identity 


72 


NCBI Description 


(AJ011681) retinoblastoma-related prote 




rub rum] 


Seq. No. 


195405 


Contig ID 


18508_1.R1039 


5 -most EST 


LIB314o-U1>5-Q1-K1-Ad 


Metnoa 




NCBI GI 


g3377509 


BLAST score 


768 


E value 


7 . Oe-82 


Match length 


OA/* 

206 


% identity 


77 


NCBI Description 


(AF056027) auxin transport protein REH1 


Seq. No. 


195406 


Contig ID 


18513 1.R1039 


5' -most EST 


LIB3149-004-P1-K1-D3 


Seq. No. 


195407 


Contig ID 


18526_1.R1039 


o -most hbl 


go U 4 ooo / 


Method 


BLASTX 


NCBI GI 


g4191784 


BLAST score 


517 


E value 


2.0e-52 


Match length 


176 



[Chenopodium 



26307 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



57 

(AC005917) putative WD-40 repeat protein [Arabidopsis 
thaliana] 

195408 

18530_1.R1039 

LIB3197-049-Q1-M1-G12 

BLASTX 

g3746069 

169 

2.0e-ll 

96 

34 

(AC005311) putative reverse transcriptase [Arabidopsis 
thaliana] 



Seq. No. 


195409 


Contig ID 


18530 2.R1039 


5' -most EST 


LIB3148-037-Q1-K1-H9 


Seq. No. 


195410 


Contig ID 


18531_1.R1039 


5" -most EST 


LIB3166-005-P1-K1-B8 


Seq. No. 


195411 


Contig ID 


18543 1.R1039 


5 '-most EST 


uC-gs f ImaxxaO 98 eO 9b 1 


Method 


BLASTX 


NCBI GI 


g2760322 


BLAST score 


627 


E value 


2.0e-65 


Match length 


202 


% identity 


56 


NCBI Description 


(AC002130) F1N21.7 [Arabidopsis thaliana] 


Seq. No. 


195412 


Contig ID 


18543 2.R1039 


5' -most EST 


LIB3189-051-P1-K1-B1 


Method 


BLASTX 


NCBI GI 


g2760322 


BLAST score 


245 


E value 


9.0e-21 


Match length 


93 


% identity 


53 


NCBI Description 


(AC002130) F1N21.7 [Arabidopsis thaliana] 


Seq. No. 


195413 


Contig ID 


18544 1.R1039 


5' -most EST 


LIB3145-034-Q1-K1-E5 


Method 


BLASTX 


NCBI GI 


g3024386 


BLAST score 


1459 


E value 


1.0e-162 


Match length 


400 


% identity 


67 


NCBI Description 


POLYGALACTURONASE PRECURSOR (PG) ( PECTINASE) 




>gi|2129500|pir||S52006 polygalacturonase - 



upland cotton 



26308 



>gi 1 606650 (U09717) polygalacturonase [Gossypium hirsutum] 



Seq. No. 
Contig ID 
5 T -most EST 



195414 

18548J..R1039 
LIB3147-032-Q1-K1-C10 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



-G9 



195415 

18549_1.R1039 
LIB3146-055-Q1-K1- 
BLASTX 
g4467157 
381 

2.0e-36 

171 

48 

(AL035540) disease resistance response like protein 
[Arabidopsis thaliana] 

195416 

18550_1.R1039 

LIB3166-002-Q1-K1-D7 

BLASTX 

g4416347 

416 

7.0e-41 
87 
92 

(AF109403) 
alba] 



MADS C-2 protein; MADS-box protein [Sinapis 



Seq. No. 
Contig ID 



195417 

18560JL.R1039 

LIB3145-013-Q1-K1-G12 

BLASTX 

g2500579 

178 

6.0e-13 

74 

16 

G-RICH SEQUENCE FACTOR-1 (GRSF-1) >gi| 517196 (U07231) 
G-rich sequence factor-1 [Homo sapiens] 

>gi|4504161|ref | NP_002083 . 1 | pGRSFl i G-rich RNA sequence 
binding factor 



195418 

18568_1.R1039 

LIB3149-022-Q1-K1-E4 

BLASTX 

gl495366 

350 

6.0e-33 

144 
49 

(Z69370) nitrite transporter 
195419 

18576 1.R1039 



[Cucumis sativus] 



26309 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-gsflntf33Bllle01bl 

BLASTX 

g3924603 

605 

5.0e-63 
145 
51 

(AF069442) 
thaliana] 



putative WD-repeat protein [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



195420 

18577JL.R1039 

LIB3145-013-Q1-K1-H9 

BLASTX 

g3912968 

267 

7.0e-23 

310 

26 

ALPHA-ADAPTIN HOMOLOG >gi 1 18 9032 9 | emb | CAA7 1991 1 (Y11104) 
alpha-adaptin [Drospphila melanogaster] 

195421 

18581_1.R1039 
uC-gsflmaxxa091a02bl 

195422 

18587_1.R1039 

LIB3145-014-Q1-K1-B1 

BLASTX 

g2746826 

145 

5.0e-09 

91 

34 

(AF040646) No definition line found [Caenorhabditis 
elegans] 

195423 

18590JL.R1039 
LIB3145-014-Q1-K1-B2 

195424 

18592_1.R1039 

LIB3145-014-Q1-K1-B4 

BLASTX 

gl32908 

155 

5.0e-10 

42 

69 

SOS RIBOSOMAL PROTEIN L34 >gi | 79021 1 pir | UQ0732 ribosomal 
protein L34 - Proteus mirabilis >gi 1150877 (M58352) 
ribosomal protein L34 [Proteus mirabilis] 

195425 

18593 1.R1039 



26310 



5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



uC-gsflmaxxa088h09bl 
195426 

18594_1.R1039 
LIB3145-037-Q1-K1 -C6 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 
,Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



195427 

18601JL.R1039 
LIB3145-014-Q1-K1-C12 

195428 

18602_2.R1039 

LIB3145-014-Q1-K1-C2 

BLASTN 

g3821780 

36 

1.0e-10 

37 

61 

Xenopus laevis cDNA clone 27A6-1 
195429 

18613_1.R1039 

LIB314 9-005-Q1-K2-H6 

BLASTX 

g4432835 

426 

9.0e-42 

145 

52 

(AC006283) unknown protein [Arabidopsis thaliana] 
195430 

18614_1.R1039 

uC-gsf Imaxxa061h06bl 

BLASTX 

g4567250 

423 

3.0e-41 

211 

41 

(AC007070) hypothetical protein [Arabidopsis thaliana] 
195431 

18615_1.R1039 

LIB3145-014-Q1-K1-D6 

BLASTX 

g2194132 

611 

2.0e-63 

231 

56 

(AC002062) No definition line found [Arabidopsis thaliana] 
195432 

18616_1.R1039 
LIB3145-014-Q1-K1-D7 



26311 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2342735 

188 

6.0e-14 

51 
75 

(AC002341) unknown protein [Arabidopsis thaliana] 
195433 

18616_2.R1039 

uC-gsflnu33B129d04bl 

BLASTX 

g2342735 

417 

6.0e-41 

106 

79 

(AC002341) unknown protein [Arabidopsis thaliana] 
195434 

18624_1.R1039 

uC-gsflnu33B089e01bl 

BLASTX 

g4263714 

547 

3.0e-56 

130 

79 

(AC006223) putative integral membrane protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195435 

18630_1.R1039 

uC-gsronu33B080e!2bl 

BLASTX 

g3355468 

508 

2.0e-51 

120 

88 

(AC004218) 
thaliana] 



putative ribosomal protein L35 [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195436 

18632_2.R1039 

LIB3145-014-Q1-K1-F3 

BLASTX 

g2739168 

283 

3.0e-25 

128 

44 

(AF032386) 
tabacum] 



aldose-l-epimerase-like protein [Nicotiana 



Seq. No. 
Contig ID 



195437 

18637 1.R1039 



26312 



5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g5047977 
BLASTX 
g548441 
1580 

1.0e-177 

301 
95 

SERINE/THREONINE PROTEIN PHOSPHATASE PP2A CATALYTIC SUBUNIT 
>gi|486805|pir| IS35502 phosphoprotein phosphatase (EC 
3.1.3.16) 2A - alfalfa >gi | 287811 | emb | CAA49849 | (X70399) 
phosphoprotein phosphatase type 2A [Medicago sativa] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195438 

18638_1.R1039 

uC-gsflnu33B071gl2bl 

BLASTX 

g232190 

615 

5.0e-64 

167 

67 

GLUTATHIONE PEROXIDASE HOMOLOG 6P229 >gi | 100291 | pir | | S20501 
glutathione peroxidase homolog - wood tobacco 
>gi| 197391 emb | CAA42780 | (X60219) homologous to animal 
glutathione peroxidases [Nicotiana sylvestris] 



Seq. No. 


195439 


Contig ID 


18641 1.R1039 


5' -most EST 


LIB3145-014-Q1-K1-G4 


Method 


BLASTX 


NCBI GI 


g4490702 


BLAST score 


335 


E value 


3-0e-31 


Match length 


150 


% identity 


55 


NCBI Description 


(AL035680) hypothetical protein 


Seq. No. 


195440 


Contig ID 


18651 1.R1039 


5 '-most EST 


LIB3145-056-Q1-K1-G8 


Method 


BLASTX 


NCBI GI 


g3377843 


BLAST score 


378 


E value 


3.0e-36 


Match length 


126 


% identity 


63 


NCBI Description 


(AF076274) contains similarity ' 



(GB:AB002086) [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



195441 

18654JL.R1039 

LIB3145-046-Q1-K1-H12 

BLASTX 

g2760326 

437 

2.0e-56 
220 



26313 



% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



51 

(AC002130) "F1N21.11 [Arabidopsis thaliana] 
195442 

18666_1.R1039 
LIB3196-004-P1-M1-D5 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



195443 

18674_1.R1039 
LIB3145-015-Q1-K1-B9 

195444 

18676_1.R1039 

LIB3146-006-Q1-K1-G4 

BLASTX 

gl402888 

165 

2.0e-ll 

66 

47 

(X98130) unknown [Arabidopsis thaliana] 
195445 

18681_1.R1039 

uC-gs f ImaxxaO 96h0 9bl 

195446 

18681_2.R1039 
LIB3145-015-Q1-K1-C5 

195447 

18686JL.R1039 

LIB3145-015-Q1-K1-D10 

BLASTX 

g3204106 

399 

1.0e-38 

127 

64 

(AJ006763) putative beta-amilase [Cicer arietinum] 
195448 

18687_1.R1039 
LIB3145-015-Q1-K1-D11 

195449 

18690_1.R1039 
LIB3145-053-Q1-K1-F10 

195450 

18690_2.R1039 
LIB3145-015-Q1-K1-D5 

195451 

18692_1.R1039 
LIB3145-015-Q1-K1-D7 



26314 



O • • 


1 Q^S? 

X _/ -J *±-J 


Contig ID 


18703 2.R1039 


5' -most EST 


LIB3145-015-Q1-K1-F1 


beq. NO. 




font" i a T n 


lO i \J-u X • I\X U O ,7 


j IUOSL £iOX 




oeq • wo . 


1 y 0f±04 


Loncicj j-jj 


1 OT1 Q I pi n^Q 

lo/io i.KiUjy 


J lUUb L £ju1 


y O X XllLcLi^Acl U U X<J.v OIJ X 


L ie L-i J.<JvJ- 


RT.A^TM 
oxirio l in 


ntprt r;T 

LNV^DX Ul 




BLAST score 


33 


E value 


8.0e-09 


i v ia ccn lencjtn 


0 / 


■s identity 


o y 


NCBI Description 


S . oleracea inRNA for a 28kD RNA binding protein. 




piasi-ict mrusjii o processing 


oeq . jno . 


i oka t; c 
i y oft oo 


uonng id 


lo / iy 1 . K1U Oy 


O IllUo L CjOI 


111 13 J 10 3 Ujj ti iVl 1)6 


L w lc LIIUU. 




NCBI GI 


gl752734 


BLAST score 


699 


E value 


/ . ue — / 4 


Match length. 


1 Q1 

lo 1 


% identity 


Do 


NCBI Description 


(D78510) beta-glucan-elicitor receptor [Glycine 


O a XT _ 

beq. No. 


iyo4oo 


Contig ID 


lo / Ju l . Riuoy 


0 — most &bl 


LIB J 14 0~ Ul0—yi~*J\l — ri*: 


rae uiioci 


ESlifiO 1 A 


IN V_/ U J. Ul 


y X X f i £.*J 


BLAST score 


474 


E value 


4.0e-79 


Match length 


163 


% identity 


85 


NCBI Description 


1, 4-alpha-glucan branching enzyme (EC 2.4.1.18) 



isoform 

SBE2.2 precursor - Arabidopsis thaliana (fragment) 
>gi 17264 90 (U22428) starch branching enzyme class II 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195457 

18740_1.R1039 

uC-gsflnu33B137d08bl 

BLASTX 

g3201680 

333 

4.0e-31 

141 

52 

(AF060941) 



extra-large G-protein [Arabidopsis thaliana] 



Seq. No, 



195458 



26315 



Contig ID 
5 f -most EST 



18745J..R1039 
LIB3146-033-Q1-K1-G5 



Seq. No. 

Contig ID 

5 ! -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195459 

18746J..R1039 

LIB3145-016-Q1-K1-B1 

BLASTX 

gll5607 

527 

1.0e-53 

192 

52 

PHOS PHOENOLP YRUVATE CARBOXYLASE (PEPCASE) (PEPC) 

>gi I 68033 |pir | | QYEC phosphoenolpyruvate carboxylase (EC 

4.1.1,31) - Escherichia coli >gi I 4558284 | pdb 1 1FIY I 

Three-Dimensional Structure Of Phosphoenolpyruvate 

Carboxylase From Escherichia Coli At 2.8 A Resolution. 

>gi|48666iemb|CAA29332| (X05903) PEP carboxylase (AA 1-883) 

[Escherichia coli] >gi 1396303 (U00006) phosphoenolpyruvate 

carboxylase [Escherichia coli] >gi 11790393 (AE000469) 

phosphoenolpyruvate carboxylase [Escherichia coli] 

>gi 1352091 1 prf | I1005219A carboxylase, phosphoenolpyruvate 

[Escherichia coli] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195460 

18751_1.R1039 

uC-gsflmaxxa040cl2bl 

BLASTX 

g3193316 

1386 

1.0e-154 

415 
65 

(AF069299) 
epimerases 



contains similarity to nucleotide sugar 
[Arabidopsis thaliana] 



195461 

18754JL.R1039 

uC-gs f ImaxxaO 6 lhl Obi 

195462 

18757JL.R1039 

g5048479 

BLASTX 

g3885336 

309 

1.0e-40 

432 

33 

(AC005623) receptor-like protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 T -most EST 
Method 
NCBI GI 



195463 

18759JL.R1039 

LIB3196-023-P1-M1-F9 

BLASTX 

g2462077 



26316 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
. 5 1 -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



157 

2.0e-10 

41 

66 

(Y11871) Oxal protein [Arabidopsis thaliana] 
195464 

18762_1.R1039 
LIB3145-016-Q1-K1-C6 

195465 

18767_1.R1039 
LIB3145-040-Q1-K1-B12 

195466 

18769_1.R1039 
uC-gsflmaxxa047a09bl 

195467 

18786JL.R1039 
LIB3145-016-Q1-K1-F1 

195468 

18791_1.R1039 

g5048144 

BLASTX 

g4539324 

416 

2.0e-40 

137 

67 

(AL035679) kinesin like protein [Arabidopsis thaliana] 
195469 

18794_1.R1039 
LIB3145-016-Q1-K1-F6 

195470 

18806_1.R1039 

LIB3147-007-Q1-K1-H5 

BLASTX 

g4105190 

493 

2.0e-49 

243 

44 

(AF044127) peroxisomal short-chain alcohol dehydrogenase 
[Homo sapiens] 

195471 

18808_1.R1039 

LIB3147-026-Q1-K1-E8 

BLASTX 

g602586 

240 

3.0e-20 
84 



26317 



% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



^ Seq. No. 
r?- Contig ID 

5 '-most EST 
y= Method 
- NCBI GI 

Lfe BLAST score 

E value 
|T Match length 

% identity 

NCBI Description 

O Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 f -most EST 

^>^> : •• - •' - "<Seq. No. , - : 
. -^fe . ;. v >Svpontig ID 
v v - : r 5 f -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Contig ID 




51 

(X83229) 1-amniocyclopropane-l-carboxylate oxidase 
[Nicotiana tabacum] 

195472 

18811_1.R1039 
LIB3148-013-Q1-K1-A8 

195473 

18812JL.R1039 
uC-gsronu33B10 6b0 6b2 

195474 

18825_1.R1039 

uC-gsflnu33B063a09bl 

BLASTN 

g3449329 

51 

1.0e-19 

270 
40 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MDH9, complete sequence [Arabidopsis thaliana] 

195475 

18826_1.R1039 

LIB3166-040-P1-K1-E1 

BLASTX 

g3540181 

312 

1.0e-28 

133 

49 

(AC004122) Unknown protein [Arabidopsis thaliana] 
195476 

18835_1.R1039 
LIB3145-017-Q1-K1-B2 

195477 

18838JL.R1039 
LIB3145-017-Q1-K1-B6 

^19547.8 f 
ia847_l'.R1039 
g5050663 
BLASTX 
g2854153 
487 

7.0e-49 

177 

53 

(AF045640) No definition line found [Caenorhabditis 
elegans] 

195479 

18850 1.R1039 



26318 



5 '-most EST 



LIB3148-034-Q1-K1-H8 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195480 

18854JL.R1039 

LIB3147-004-Q1-K1-E6 

BLASTX 

gl22106 

386 

3.0e-37 

78 

100 

HISTONE H4 >gi | 70771 | pir || HSZM4 histone H4 - maize 

>gi| 81642 Ipir | | S06904 histone H4 - Arabidopsis thaliana 

>gi I 2119028 |pir | IS60475 histone H4 - garden pea 

>gi | 21795 | emb | CAA24924 | (X00043) histone H4 [Triticum 

aestivum] >gi 1166740 (M17132) histone H4 [Arabidopsis 

thaliana] >gi 1166742 (M17133) histone H4 [Arabidopsis 

thaliana] >gi 1168499 (M36659) histone H4 (H4C13) [Zea mays] 

>gi 1 168501 (M13370) histone H4 [Zea mays] >gi 1168503 

(M13377) histone H4 [Zea mays] >gi 1498898 (U10042) histone 

H4 homolog [Pisum sativum] >gi 1 1806285 | emb | CAB01914 | 

(Z79638) histone H4 homologue [Sesbania rostrata] 

>gi 1 3927823 (AC005727) histone H4 [Arabidopsis thaliana] 

>gi|4580385|gb|AAD24364.1|AC007184_4 (AC007184) histone H4 

[Arabidopsis thaliana] >gi | 225838 | prf | | 1314298A histone H4 

[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195481 

18854_2.R1039 

LIB3149-038-Q1-K1-C5 

BLASTX 

gl22106 

375 

2.0e-36 

90 

94 

HISTONE H4 >gi | 70771 Ipir | | HSZM4 histone H4 - maize 
>gi I 81642 Ipir M S06904 histone H4 - Arabidopsis thaliana 
>gi I 2119028 Ipir MS60475 histone H4 - garden pea 
>gi | 21795 | emb | CAA24924 | (X00043) histone H4 [Triticum 
aestivum] >gi 1166740 (M17132) histone H4 [Arabidopsis 
thaliana] >gi 1166742 (M17133) histone H4 [Arabidopsis 
thaliana] >gi 1168499 (M36659) histone H4 (H4C13) [Zea mays] 
>gi 1 168-501 (M13370) .histone H4 [Zea mays] >gi 1168503 
(M13377) histone H4 [Zea mays] >gi 1498898 (U10042) histone 
H4 homolog [Pisum sativum] >gi 1 1806285 | emb | CAB01914 | 
(Z7 9638) histone H4 homologue [Sesbania rostrata] 
>gi 1 3927823 (AC005727) histone H4 [Arabidopsis thaliana] 
>gi I 4580385 |gb|AAD24364.1|AC007184_4 (AC007184) histone H4 
[Arabidopsis thaliana] >gi | 225838 | prf || 1314298A histone H4 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



195482 

18861_1.R1039 

LIB3145-017-Q1-K1-D8 

BLASTX 

g2244765 



26319 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204 

1.0e-15 

226 
16 

(Z97335) 



hypothetical protein [Arabidopsis thaliana] 



195483 

18865_1.R1039 

LIB3149-016-Q1-K1-F11 

BLASTX 

g3746069 

154 

1.0e-09 
128 
30 

(AC005311) 
thaliana] 



putative reverse transcriptase [Arabidopsis 



Seq. No, 


195484 


Contig ID 


18866 1.R1039 


5' -most EST 


LIB3145-017-Q1-K1-E3 


Method 


BLASTX 


NCBI GI 


g2760325 


BLAST score 


705 


E value 


2.0e-74 


Match length 


201 


% identity 


69 


NCBI Description 


(AC002130) F1N21.10 [Arab 


Seq. No. 


195485 


Contig ID 


18870 1.R1039 


5 1 -most EST 


LIB3145-038-Q1-K1-B9 


Method 


BLASTX 


NCBI GI 


g2765366 


BLAST score 


303 


E value 


2.0e-27 


Match length 


143 


% identity 


45 


NCBI Description 


(Y14038) putative Ole e 1 


Seq. No. 


195486 


Contig ID 


18872 1.R1039 


5' -most EST 


LIB3145-017-Q1-K1-F2 


Method 


BLASTX 


NCBI GI ^ 


g2661840 


BLAST score 


400 


E value 


5.0e-39 


Match length 


125 


% identity 


57 


NCBI Description 


(Y15430) adenosine kinase 


Seq. No. 


195487 


Contig ID 


18877 1.R1039 


5 '-most EST 


uC-gsflmaxxa027a05bl 


Method 


BLASTN 


NCBI GI 


g407800 


BLAST score 


63 



protein [Betula pendula] 



26320 



E value 


7.0e-27 


T\/T -a -}- /-i Vi "1 on /-ff* \"\ 
l v laLUl Xcily LI1 








NCBI Description 


G.hirsutum mRNA for rifoosomal protein 41, large subunit 




(RL41) 


OcCJ • 1.NU . 




Contig ID 


18878 1.R1039 


5' -most EST 


LIB3145-017-Q1-K1-F6 


ocCJ. 1NO • 


1 _?Of± O 3 


uontig lu 


1 QQTQ 1 Dl n^Q 

±00/y l.-KlUoy 


o -most bbi 


goU4 Do 3 U 


beq. no. 


± y 34 y u 


oontig xjj 




D IROSt Jibl 


IflDOlrtO Ur±U ^1 J\l kj3 




DiiAO J. A 


MPDT r*T 
LNUrJl bl 


y ^ ri «J _? f± Z 1 


BLAST score 


589 


E value 


5.0e-61 




1 7fl 

1 / VJ 






iNLbi Description 


viiuuuzojzj putative calcium— Dinaing &r— nana protein 




[Arabidopsis thaliana] 


beq. No. 


1 QR/I Q1 


Contig ID 


±oyuz l.KlUJy 


o —most hibi 


LiDJi4j Ulo yi i\l ol 


L v ie X-llOQ 


RT TiQTV 


\Tpn T C*T 

NL,£5± Lj± 


-qq cni i i 

yjo DUll 1 


BLAST score 


249 


E value 


6.0e-21 


Ma t ch 1 eng t h 


Q A 


% identity 


Ol 


NCBI Description 


(AL033388) hypothetical integral membrane protein, putative 




involvement in lipid metabolism [Schizosaccharomyces pombe] 


beq. no. 


iyo4 yz 


Contig ID 


18903 1.R1039 


5' -most EST 


LIB3148-034-Q1-K1-G6 


beq. wo. 


iyo4yj 


Contig ID 


18906 1.R1039 ' - ^ 


5' -most EST 


LIB314 6-048-Q1-K1-H11 


beq . jno > 


i y o ^ y ft 


uontig ijj 


1QQ11 1 D1 mQ 


o -most Lbl 


T A C fi1 Q /^il T/1 DC 

Llbol4o-Ulo-yi-i\l-bb 


beq. No. 


iyo4 yo 


Contig ID 


18913 1.R1039 


5 '-most EST 


LIB3165-017-P1-K1-F7 


Method 


BLASTX 


NCBI GI 


gl351408 


BLAST score 


523 


E value 


3.0e-53 



26321 



Match length 

% identity 

NCBI Description 



i 

122 

80 * ■ 

VACUOLAR PROCESSING ENZYME PRECURSOR (VPE) 

>gi 1 1076563 Ipir M S51117 cystein proteinase - sweet orange 

>gi I 633185 |emb|CAA87720| (Z47793) cystein proteinase (by 

similarity) [Citrus sinensis] >gi | 1588548 |prf | | 2208463A 

vascular processing protease [Citrus sinensis] 



Seq. No. 


195496 


Contig ID 


18914 1.R1039 


5 '-most EST 


LIB3145-018-Q1-K1-B9 


Method 


BLASTX 


NCBI GI 


g!946359 


BLAST score 


266 


E value 


4 . Oe-28 


Match length 


116 


% identity 


58 


NCBI Description 


(U93215) unknown protein [Arabidopsis thaliaha] 


Seq. No. 


195497 


Contig ID 


18921 1.R1039 


5 1 -most EST 


LIB3145-018-Q1-K1-C5 


Method 


BLASTX 


NCBI GI 


g2947069 


BLAST score 


163 


E value 


3.0e-ll 


Match length 


58 


% identity 


47 


NCBI Description 


(AC002521) putative pectate lyase [Arabidopsis 


Seq. No. 


195498 


Contig ID 


18923 1.R1039 


5' -most EST 


LIB3147-032-Q1-K1-C8 


Method 


BLASTN 


NCBI GI 


g2760167 


BLAST score 


36 


E value 


2.0e-10 


Match length 


72 


% identity 


88 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, 




MC015, complete sequence [Arabidopsis thaliana] 


Seq. No. 


195499 


Contig ID 


18926 1.R1039 


5 f -most EST 


LIB3145-018-Q1-K1-D1 


Method 


BLASTX 


NCBI GI 


g3292832 


BLAST score 


247 


E value 


5.0e-21 


Match length 


94 


% identity 


63 


NCBI Description 


(AL031018) putative protein [Arabidopsis thalia 


Seq. No. 


195500 


Contig ID 


18927 1.R1039 


5' -most EST 


uC-gsflmaxxa097a08bl 



26322 



Seq. No. 

Contig JD 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195501 

18928JLR1039 

LIB3145-022-Qi-Kl-D12 

BLASTX 

g!055161 

152 

8.0e-10 

112 
35 

(U40029) similar to human 100 kDa coactivator 
[Caenorhabditis elegans] 



(U22055) 



Seq. No, 
Contig ID 
5 1 -most EST 



195502 

18930_1.R1039 
LIB3145-018-Q1-K1-D3 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195503 

18939JL.R1039 

LIB3145-018-Q1-K1-E3 

BLASTX 

g4115939 

356 

5.0e-37 

116 

36 

(AF118223) contains similarity to Methanobacterium 

the rmo autotroph! cum transcriptional regulator (GB: AE000850) 

[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5" -most EST 



195504 

18942_1.R1039 
LIB3145-022-Q1-K1-D5 



Seq. No. 
Contig ID 
5' -most EST 



195505 

18946_1.R1039 
LIB3145-022-Q1-K1-F10 



Seq. No. 
Contig ID 
5' -most EST 



195506 

18949JL.R1039 
LIB3147-043-Q1-K1-B10 



Seq. No. 
Contig ID 
5 1 -most EST 



195507 

18954JL.R1039 
LIB3196-022-P1-M1-H10 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195508 

18956_1.R1039 

LIB3145-053-Q1-K1-C9 

BLASTX 

g2511689 

574 

5.0e-59 

215 

51 

(Z99952) cysteine proteinase precursor [Phaseolus vulgaris] 



Seq. No. 



195509 



26323 



Contig ID 
,5.' -most EST 

Seq. No. 
Contig ID 
5" -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



18957_1.R1039 
LIB3197-046-Q1-M1-G6 

195510 

18971_1.R1039 
LIB3145-018-Q1-K1-H4 

195511 

18978_1.R1039 
LIB3145-019-Q1-K1-A12 

195512 

18991J..R1039 

g5045757 

BLASTX 

g4206122 

661 

3.0e-69 

163 

77 

(AF097667) protein phosphatase 2C homolog [Mesembryanthemum 
crystallinum] 

195513 

18992_1.R1039 

g5047209 

BLASTX 

gl703394 

551 

3.0e-56 

173 

58 

ADP-RIBOSYLATION FACTOR-LIKE PROTEIN 5 
>gi|1150556|emb|CAA55338| (X78604) ARF-like protein 5 
[Rattus norvegicus] 

195514 

18993_1.R1039 
uC-gsflmaxxa027a02bl 

195515 

18996JL.R1039 

LIB3147-052-Q1-K1-E6 

BLASTX 

g2244990 

489 

3.0e-49 

123 

80 

(Z97340) similarity to LIM homeobox protein - 
Caenorhabditis [Arabidopsis thaliana] 

195516 

18 999_1.R1039 
LIB3145-019-Q1-K1-C1 



Seq. No, 



195517 



26324 




Contig ID 


19009 1.R1039 


'5 '-most EST 


UB3145-019-Q1-K1-C8 


Method 


BLASTN 


NCBI GI 


gll09756 


BLAST score 


35 


E value 


6.0e-10 






% identity 


87 


NCBI Description 


H. sapiens mRNA for p35, cyclin-like CAKl-associated prote 




>gi| 4505224 | ref | NM_002431 . 1| MNAT1| Homo sapiens menage a 




trois 1 (CAK assembly factor) (MNAT1) mRNA 


Seq. No. 


195518 


Contig ID 


19010 1.R1039 


5 '-most EST 


LIB3166-002-Q1-K1-C4 


Method 


BLASTX 


NCBI GI 


g2980784 




ZOO 


E value 


3.0e-32 


Match length 


134 


% identity 


55 


NCBI Description 


(AL022198) puative protein [Arabidopsis thaliana] 


Seq. No. 


195519 


Contig ID 


19022 1.R1039 


5 '-most EST 


LIB3165-017-P1-K1-B6 


Method 


BLASTX 


NCBI GI 


g2546954 






E value 


5.0e-62 


Match length 


154 


% identity 


76 


NCBI Description 


(Y15108) translation elongation factor-TU [Glycine max] 


Seq. No. 


195520 


Contig ID 


19029 1.R1039 


5' -most EST 


LIB3145-019-Q1-K1-E4 


Method 


BLASTX 


NCBI GI 


g3193284 


T3T,7\ OT 1 cr *r\ 
JDJ-iriO 1 oC<Jit2 


1 / Q 


E value 


3.0e-09 


Match length 


36 


% identity 


78 


wtDi Description 


(AF069298) No definition line found [Arabi-dopsis thaliana 


Seq. No. 


195521 


Contig ID 


19030JL.R1039 


5 '-most EST 


uC-gsflmaxxa038d06bl 


Seq. No. 


195522 


Contig ID 


19034 1.R1039 


5' -most EST 


LIB3145-019-Q1-K1-E9 


Method 


BLASTX 


NCBI GI 


g2160166 


BLAST score 


904 


E value 


2.0e-97 


Match length 


401 



26325 



% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



47 

(AC000132) No definition line found [Arabidopsis thaliana] 
195523 

19037J..R1039 
LIB3147-022-Q1-K1-H11 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5" -most EST 

Seq. No. 

Contig ID 
5' -most EST 



195524 

19053JL.R1039 
LIB3145-019-Q1-K1-G4 

195525 

19057_1.R1039 
g3326617 

195526 

19057_3.R1039 
LIB3166-016-P1-K1-D5 



Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



195527 

19070_1.R1039 
uC-gsflmaxxa089fllbl 

195528 

19082_1.R1039 

uC-gsflmaxxa039b08bl 

BLASTX 

g4490741 

354 

4.0e-33 

240 

46 

(AL035708) hypothetical protein [Arabidopsis thaliana] 
195529 

19089JL.R1039 
uC-gsronu33B107hl0bl 

195530 

19089_2.R1039 
LIB3145-020-Q1-K1-C1 

195531 

19091_1.R1039 
LIB3145-020-Q1-K1-C11 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



195532 

19092_1.R1039 
LIB3145-020-Q1-K1-C12 

195533 

19098_1.R1039 
LIB3145-020-Q1-K1-D1 

195534 

19105_1.R1039 

uC-gs f lmaxxal 1 9d0 5bl 



26326 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length- 

% identity 

NCBI Description 



195535 

19106JL.R1039 

LIB3145-029-Q1-K1-D2 

BLASTX 

gl30172 

747 

1.0e-79 

165 

84 

ALPHA-GLUCAN PHOSPHORYLASE, L ISOZYME PRECURSOR (STARCH 
PHOSPHORYLASE L) >gi 1168276 (M64362) starch phosphorylase 
[Ipomoea batatas] 











Print* i rt TV) 






O IlLUoU ILOl 


LI do 14 D-(J2U-yi-Kl-D / 




OC^i IN (J • 






uontig XU 


19109 1.R1039 




0 - ItlOSu iljDi 


uC-gsf Imaxxa093gl2bl 


y t 


OC^. IN Vj * 






Contig ID 


19122 1.R1039 




5' -most EST 


LIB3146-012-Q1-K1-G1 




Method 


BLASTX 




NCBI GI 


gl370276 




BLAST score 


862 




E value 


9.0e-93 




Match length 


223 




% identity 


73 




NCBI Description 


(X96428) MADS-box protein [Nicotiana tabacum] 




Seq. No. 


195539 




Contig ID 


19127 1.R1039 




5' -most EST 


LIB3145-045-Q1-K1-D7 




Method 


BLASTX 




NCBI GI 


gl703446 - 




BLAST score 


650 




E value 


6.0e-68 




Match length 


244 




% identity 


56 



NCBI Description L -ASPARAGINASE (L-ASPARAGINE AMIDOHYDROLASE) 

>gi| 1076292 |pir | IS53127 asparaginase - Arabidopsis thaliana 
>gi|735918|emb|CAA84367| {Z34884) asparaginase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195540 

19129_1.R1039 

g5045546 

BLASTX 

gll4165 

526 

1.0e-90 

234 
72 

3-PHOSPHOSHIKIMATE 1-CARBOXYVINYL TRANSFERASE 1 PRECURSOR 



26327 




( 5 -ENOLP YRUVYLSHIKIMATE-3 - PHOS PHATE SYNTHASE 1) (EPSP 
SYNTHASE 1) >gi | 100296 j pir || S18353 3-phosphoshikimate 
1-carboxyvinyltransf erase (EC 2.5.1.19) - common tobacco 
>gi 1 170229 (M61904) 5-enolpyruvylshikimate-3~phosphate 
synthase [Nicotiana tabacum] 



Seq. No. 


195541 


Contig ID 


19134- 1.R1039 


5 '-most EST 


LIB3272-004-P1-K1-G7 


Method 


BLASTX 


NCBI GI 


g285286 


BLAST score 


413 


E value 


3.0e-40 


Match length 


141 


% identity 


57 


NCBI Description 


flavonol 4 '-sulfotransf erase - Flaveria chloraefolia 


Seq. No. 


195542 


Contig ID 


19135 1.R1039 


5 '-most EST 


uC-gsronu33B164dl2b2 


Method 


BLASTX 


NCBI GI 


g3738322 


BLAST score 


299 


E value 


7 . 0e-27 


Match length 


66 


% identity 


95 


NCBI Description 


(AC005170) putative small nuclear ribonucleoprotein 




[Arabidopsis thaliana] 


Seq. No. 


195543 


Contig ID 


19135 2.R1039 


5 '-most EST 


uC-gsronu33B144g09bl 


Method 


BLASTX 


NCBI GI 


g3738322 


BLAST score 


380 


E value 


1.0e-36 


Match length 


78 


% identity 


95 


NCBI Description 


(AC005170) putative small nuclear ribonucleoprotein 




TArabidoosis thaliana 1 


Seq. No. 


195544 


Contig ID 


19136 1.R1039 


5' -most EST 


LIB3272-029-P1-K1-H8 


Seq. No. 


195545 


Contig ID 


19144 1.R1039 


5 '-most EST 


LIB3145-021-Q1-K1-A1 


Method 


BLASTX 


NCBI GI 


g4559334 


BLAST score 


444 


E value 


4.0e-44 


Match length 


156 


% identity 


47 


NCBI Description 


(AC007087) unknown protein [Arabidopsis thaliana] 


Seq. No. 


195546 



26328 



Contig ID 


19146 1.R1039 


5' -most EST 


LIB3145-021-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


g3894183 


BLAST score 


381 


E value 


2.0e-36 


Match length 


195 


% identity 


33 


NCBI Description 


(AC005662) calmodulin-like 


Seq, No. 


195547 


Contig ID 


19149 1.R1039 


5 '-most EST 


LIB3146-051-Q1-K1-H2 


Seq. No. 


195548 


Contig ID 


19156 1.R1039 


5 '-most EST 


uC-gsflnu33B142h01bl 


Method 


BLASTX 


NCBI GI 


g4063752 


BLAST score 


332 


E value 


6.0e-31 


Match length 


107 


% identity 


60 


NCBI Description 


(AC005851) unknown protein 




>gi| 4510410 | gb| AAD214 96. 1 | 




[ Arabidops i s thaliana] 


Seq. No. 


195549 


Contia ID 


19159 1.R1039 


5 1 -most EST 


g5050723 


Method 


BLASTX 


NCBI GI 


g3033386 


BLAST score 


544 


E value 


2.0e-55 


Match length 


243 


% identity 


47 


NCBI Description 


(AC004238) RING3-like prot 



[Arabidopsis thaliana] 
(AC006929) unknown protein 



Seq. No. 
Contig ID 
5 '-most EST 



195550 

19163_1,R1039 
LIB3196-032-P1-M1-B7 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195551 

19165_1.R1039 

uC-gsronu33B107e08bl 

BLASTX 

g3600033 

507 

2.0e-51 

144 

66 

(AF080119) contains similarity to the 
the El protein (Pfam: El_N.hmm, score: 
thaliana] 



N terminal domain of 
12 . 36) [Arabidopsis 



Seq. No. 
Contig ID 



195552 

19168 1.R1039 



26329 



5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 



LIB3145-026-Q1-K1-A6 

BLASTX 

g3980417 

174 

2.0e-12 
38 
92 

(AC004561) 



pumilio-like protein [Arabidopsis thaliana] 



195553 

19169_1.R1039 

LIB3166-057-P1-K1-A2 

BLASTX 

g349379 

479 

6.0e-48 

132 

78 

(L22847) HAHB-1 [Helianthus annuus] 

195554 * 

19172_2.R1039 

LIB3196-057-P1-M1-G10 

BLASTX 

gll69128 

700 

4.0e-74 

143 

95 

SERINE/THREONINE-PROTEIN KINASE CTR1 >gi 1166680 (L08789) 
protein kinase [Arabidopsis thaliana] >gi 1 166682 (L08790) 
protein kinase [Arabidopsis thaliana] 

195555 

19176_1.R1039 

LIB3145-021-Q1-K1-D1 

BLASTN 

g2370252, 

128 

1.0e-65 

436 

82 

Lycopersicon esculentum mRNA for putative protein kinase 
195556 

19179_1.R1039 

LIB3145-021-Q1-K1-F8 

BLASTX 

g3925363 

616 

2.0e-64 

137 
85 

(AF067 961) homeodomain protein [Malus domes tica] 
195557 

19188 1.R1039 



26330 



5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI "GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g5050161 
BLASTX 
g4454452 
667 

5.0e-70 

186 

68 

(AC006234) 



unknown protein [Arabidopsis thaliana] 



195558 

19191JL.R1039 

LIB3197-005-P1-M1-B12 

BLASTX 

gl658193 

1041 

1.0e-113 

239 

79 

(U74319) obtusifoliol 14-alpha demethylase CYP51 [Sorghum 
bicolor] 

195559 

19196JL.R1039 

LIB3145-021-Q1-K1-E6 

BLASTX 

gl052956 

316 

4.0e-2 9 

107 

58 

(U39747) high mobility group protein 2 HMG2 [Ipomoea nil] 
195560 

19198JL.R1039 

LIB3272-018-P1-K1-A9 

BLASTX 

g3860274 

286 

2.0e-25 

134 

43 

(AC005824) unknown protein [Arabidopsis thaliana] 
>gi|4314397|gb|AAD15607| (AC006232) putative zinc finger 
protein [Arabidopsis thaliana] 

195561 

19198_2.R1039 

LIB3272-042-P1-K1-C2 

BLASTX 

g3860274 

209 

1.0e-16 

53 
72 

(AC005824) unknown protein [Arabidopsis thaliana] 
>gi|4314397|gb|AAD15607| (AC006232) putative zinc finger 
protein [Arabidopsis thaliana] 



26331 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 




195562 

19202_1.R1039 
LIB3165-037-P1-K1-D9 

195563 

19203J..R1039 
LIB3146-004-P1-K1-G8 

195564 

19206_1.R1039 

uC-gsflnu33B004e06bl v 

BLASTX 

g927025 

424 

1.0e-41 

177 

39 

(L44134) SPFl-like DNA-binding 
195565 

19206_2.R1039 
LIB3165-041-Q1-K1-F5 

195566 

19207_1.RT039 

LIB3145-021-Q1-K1-F5 

BLASTN 

g4322939 

40 

5.0e-13 

56 

93 

Nicotiana tabacum DNA-binding 
complete cds 

195567 

19211JL.R1039 

LIB3145-021-Q1-K1-G5 

BLASTX 

g3785983 

167 

6.0e-18 

99 
57 

(AC005560) hypothetical protein 
195568 

19216_1.R1039 

g5048888 

BLASTX 

g2252863 

199 

3.0e-15 

79 

53 

(AF013294) similar to nucleolin 
26332 




protein [Cucumis sativus] 



protein 2 (WRKY2) mRNA, 



[Arabidopsis thaliana] 



protein [Arabidopsis 



thaliana] 



Seq. No. 


195569 


Contig ID 


19217 1.R1039 


5 T -most EST 


uC-gsronu33B016h08bl 


Method 


BLASTX 


NCBI GI 


g3885339 


BLAST score 


379 


E value 


3.0e-36 


Match length 


202 


% identity 


44 


NCBI Description 


(AC005623) putative 


Seq. No. 


195570 


Contig ID 


19224 1.R1039 


5' -most EST 


g5048055 


Method 


BLASTX 


NCBI GI 


g2252836 


BLAST score 


696 


E value 


3.0e-73 


Match length 


228 


% identity 


64 


NCBI Description 


(AF013293) contains 




protein ( PIR : S4 5 4 4 4 ) 


Seq. No. 


195571 


Contig ID 


19227 1.R1039 


5' -most EST 


LIB3145-021-Q1-K1-H3 


Method 


BLASTN 


NCBI GI 


gl263094 


BLAST score 


33 


E value 


9.0e-09 


Match length 


61 


% identity 


89 


NCBI Description 


A. thaliana mRNA for 


Seq. No. 


195572 


Contig ID 


19229 1.R1039 


5 '-most EST 


LIB314 6-032-Q1-K1-D6 


Seq. No. 


195573 


Contig ID 


19232 1.R1039 


5 '-most EST 


g5045911 


Method 


BLASTX 


NCBI GI 


g4091806 


BLAST score 


600 


E value 


7.0e-62 


Match length 


290 


% identity 


52 


NCBI Description 


(AF052585) CONSTANS- 


Seq. No. 


195574 


Contig ID 


19247 1.R1039 


5 '-most EST 


LIB3145-022-Q1-K1-B1 


Method 


BLASTX 


NCBI GI 


gl488255 


BLAST score 


736 



reak similarity to S. cerevisiae BOB1 
[Arabidopsis thaliana] 



(1195 bp) 



26333 



E value 
Match length 
% identity 
NCBI Description 



4.0e-78 

183 

74 

(U38416) ferulate-5-hydroxylase [Arabidopsis thaliana] 
>gi | 2961381 1 emb I CAA18128 I (AL022141 ) f erulate-5-hydroxylase 
(FAH1) [Arabidopsis thaliana] >gi 13925365 (AF068574) 
ferulate-5-hydroxylase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



195575 

19248J..R1039 
LIB3197-007-P1-M1-A11 



Seq. No. 
Contig ID 
5 '-most EST 



195576 

19268J..R1039 
LIB3145-022-Q1-K1-D1 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195577 

19272JL.R1039 

uC-gsf lmaxxa048ellbl 

BLASTX 

g4467146 

1931 

0.0e+00 

571 

61 

(AL035540) 
thaliana] 



galactosidase like protein [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195578 
19275_1 
LIB3166 
BLASTX 
g3850816 
564 

4.0e-58 

108 

92 

(Y18348) 
sativa] 



R1039 
058-P1-K1- 



G3 



U2 snRNP auxiliary factor, small subunit [Oryza 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195579 

19279J..R1039 

LIB3189-037-P1-K1-A2 

BLASTN 

g2656030 

33 

9.0e-09 

304 

80 

Arabidopsis thaliana genomic DNA, 
MUL8 



chromosome 5, PI clone: 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



195580 

19281_1.R1039 

LIB3149-023-Q1-K1-G6 

BLASTX 

g625990 



26334 



BLAST score 
E value . 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



469 

7.0e-47 

177 

49 

porin, plastid 



garden pea 



195581 
19283__1 
LIB3145 
BLASTX 
g3281846 
174 

1.0e-12 

92 

43 

(AJ006404) 



R1039 

022-Q1-K1-E4 



late elongated hypocotyl [Arabidopsis thaliana] 



195582 

19285_1.R1039 

LIB3145-022-Q1-K1-E6 

BLASTX 

g2191175 

195 

1.0e-14 

48 
77 

(AF007270) A_IG002P16.24 gene product [Arabidopsis 
thaliana] 

195583 

19286JL.R1039 
LIB3145-045-Q1-K1-F4 

195584 

19287_1.R1039 

LIB3166-044-P1-K1-A4 

BLASTX 

g3023751 

502 

6.0e-51 

113 
28 

70 KD PEPTIDYLPROLYL ISOMERASE (PEPTIDYLPROLYL CIS-TRANS 
ISOMERASE) (CYCLOPHILIN) (PPIASE) >gi | 107 6772 | pir \ \ S55383 
peptidylprolyl isomerase (EC 5.2.1.8) - wheat 
>gi|854626|emb|CAA60505| (X86903) peptidylprolyl isomerase 
[Triticum aestivum] 

195585 

19292_1.R1039 

LIB3148-024-Q1-K1-B12 

BLASTX 

g3548815 

333 

1.0e-30 

142 

54 



26335 



NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC005313) similar to axoneme-associated protein mstlOl 
[Arabidopsis thaliana] 

195586 

19304_1.R1039 

g5044637 

BLASTX 

g2137796 

247 

1.0e-20 

91 

54 

stromal cell-derived factor 2 - mouse 

>gi 1 1741870 idbj |BAA09313| (D50646) SDF2 [Mus mus cuius] 



Seq. No. 


195587 


Contig ID 


19304 2.R1039 








o IxMO 1 A. x 




rrl A ft 0 Ql 1 


DT 7\ O T 1 n /*n 

DiiAbi score 


01 / 


H* TT3 1 no 
Hj V Cl-L U.C 




Match length 


i m 
lu / 


% identity 


QO 








U J JUU 


Contig ID 


19308 1.R1039 


5' -most EST 


uC-gsflnu33B009fllbl 


Method 


BLASTX 


NCBI GI 


g2832643 


BLAST score 


411 


E value 


5.0e-40 


Match length 


178 


% identity 


54 


NCBI Description 


(AL021710) hypothetical prot 


Seq. No. 


195589 


Contig ID 


19310 1.R1039 


5 '-most EST 


LIB3146-014-Q1-K1-G2 


Method 


BLASTX 


NCBI GI 


gl345642 


BLAST score 


1139 


E value 


1.0e-125 


Match length 


273 


% identity 


78 


NCBI Description 


FLAVONOID 3 ' , 5 • -HYDROXYLASE 



[Arabidopsis thaliana] 



1 (F3 T 5 , H) (CYTOCHROME P450 
75A1) (CYPLXXVA1) >gi | 629710 | pir | | S38985 flavonoid 
3 T , 5 '-hydroxylase Hfl - garden petunia 
>gi|311656|emb|CAA80266| (Z22545) flavonoid 
3 ' , 5 '-hydroxylase [Petunia x hybrida] 
>gi 1 1853972 |dbj |BAA03438| (D14588) 

flavonoid-3' ,5' -hydroxylase [Petunia x hybrida] >gi 13426337 
(AF081575) flavonoid 3 ', 5 1 -hydroxylase [Petunia x hybrida] 
>gi I 738772 Iprf | I2001426B flavonoid 3 ', 5 ' -hydroxylase 
[Petunia x hybrida] 



26336 



Seq. No. 

Contig ID' 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195590 

19320_1.R1039 

uC-gsflmaxxa012c01bl 

BLASTX 

g2623310 

439 

9.0e-55 

223 

56 

(AC002409) unknown protein [Arabidopsis thaliana] 
>gi 1 3402721 (AC004261) unknown protein [Arabidopsis 
thaliana] 



Seq- No, 


195591 


UOriX_Ly 1JJ 




D ilLUo L HiDl 


n-z to {Tax, c; 


oeq. no. 


1 QRRQO 

i yooyz 


k^UilLly 1JJ 


1 Q^9 S 1 R1 D^Q 


o -most hoi 


lidjHO uzj yi j\i /io 


Method 


OTA CTV 




go y z o 1 4 z 


oJUiioi score 


1 occ 


E value 


i . ue _ 14 u 


Match length 


z y i 


% identity 




NCBI Description 


(AJ131045) protein phosphatase 


beq. wo. 


iy oo yo 


uonuig xJJ 


lyozo j . Kiuoy 


C f _m ^> c-> 4- TOT 1 

o -mo sr. Cibi 


T TP. "31 A 0 — 0 ^ "3 — ri1 — Pfl _TT 9 
JjI DO 1 4 3 Ujj yi M EiZ 


oeq. jno. 


iy do y 4 


Lontig id 


iyooz i.Kiuoy 


O — iriOSt £ibl 


uo — gsronuoool iudu /di 


Method 


iiijAo 1 A 


iNUJDl bi 


rrl 1 7ft 
y 1 1 o l / o 


DliriO i OLUIC 


m n 

JJ.U 


E value 


2.0e-51 


Match length 


325 


% identity 


36 


NCBI Description 


ACYLAMINO-ACID-RELEASING ENZYME 




(APH) ( AC YLAMI N0ACYL- PE PT I DAS E ) 




acylaminoacyl-peptidase {EC 3.4 




(J04733) acyl -peptide hydrolase 


Seq. No. 


195595 


Contig ID 


19337 1.R1039 


5 '-most EST 


uC-gsronu33B062cllbl 


Method 


BLASTX 


NCBI GI 


g3287683 


BLAST score 


410 


E value 


5.0e-40 


Match length 


171 


% identity 


20 


NCBI Description 


(AC003979) Similar to apoptosis 



[Cicer arietinum] 



(ACYL-PEPTIDE HYDROLASE) 
>gi| 91923|pir| IS07624 
.19.1) - rat >gi|202932 
[Rattus norvegicus] 



MA- 3 gb|D504 65 from 



Mus musculus. [Arabidopsis thaliana] 



26337 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195596 

19346J..R1039 

LIB3272-055-P1-K1-B1 

BLASTX 

gl531758 

1729 

0.0e+00 

370 

86 

(X98772) AUX1 [Arabidopsis thaliana] >gi 13335360 (AC003028) 
unknown protein [Arabidopsis thaliana] 



Seq* No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195597 

19346_2.R1039 

LIB3147-013-Q1-K1-B6 

BLASTX 

gl531758 

754 

7.0e-80 

147 

91 

(X98772) AUX1 [Arabidopsis thaliana] >gi 13335360 (AC003028) 
unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



195598 

19359_1.R1039 
uC-gsflnu33B026c!0bl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195599 

19361_1.R1039 

LIB3145-023-Q1-K1-E1 

BLASTN 

g4376087 

47 

3.0e-17 

119 
85 

Arabidopsis thaliana 
fragment No 



DNA chromosome 4, ESSA I AP2 contig 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195600 

19377JL.R1039 

LIB3272-027-P1-K1-D8 

BLASTX 

g3023197 

1041 

1.0e-114 

247 
82 

14-3-3-LIKE PROTEIN D (SGF14D) 
[Glycine max] 



>gi 1 1575731 (U70536) SGF14D 



Seq. No. 
Contig ID 
5 '-most EST 



195601 

19383_1.R1039 
LIB3148-022-Q1-K1-H12 



26338 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195602 

19385JL.R1039 

g5046375 

BLASTX 

g464863 

1110 

1.0e-122 

242 
89 

26S PROTEASE REGULATORY SUBUNIT 8 (TAT-BINDING PROTEIN 
HOMOLOG 10) >gi| 422297 |pir| IJN0610 probable transcription 
factor DdTBPIO - slime mold (Dictyostelium discoideum) 
(fragment) >gi 1290057 (L16579) HIV1 TAT-binding protein 
[Dictyostelium discoideum] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195603 

19400JL.R1039 

uC-gsflnu33B063d08bl 

BLASTX 

g3894099 

235 

2.0e-19 

89 

57 

(AJ012750) MCM3 protein [Pisum sativum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195604 

19417_1.R1039 

g5050365 

BLASTX 

g4454009 

212 

1.0e-16 

189 
32 

(AL035396) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195605 

19428_1.R1039 

g5050761 

BLASTX 

g3122873 

212 

1.0e-16 

90 

44 

TRANSCRIPTION INITIATION PROTEIN SPT4 HOMOLOG 1 >gi 11209779 
(U43923) similar to Saccharomyces cerevisiae Spt4; protein 
has potential N-terminal zinc-finger [Homo sapiens] 
>gi 1 1401053 (U38818) SUPT4H [Homo sapiens] >gi 11401055 
(U38817) SUPT4H [Homo sapiens] >gi 11401066 (U43154) Supt4h 
[Mus musculus] >gi 13779194 (U96809) chromatin structural 
protein homolog [Mus musculus] 

>gi I 4507311 |ref|NP_003159.1|pSUPT4Hl| suppressor of Ty 
(S . cerevisiae) 4 homolog 



Seq. No. 



195606 



26339 



Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19434JL.R1039 
g5048693 

195607 

19435_1.R1039 

uC-gsflnu33B058fllbl 

BLASTX 

g3152606 

418 

4.0e-41 
81 
86 

(AC004482) 
thaliana] 



putative ring zinc finger protein [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



195608 
19449_1 
LIB3145 
BLASTX 
g4415916 
145 

7.0e-09 

103 

30 

(AC006282) 
thaliana] 



R1039 
024-Q1-K1- 



■F8 



putative pectin methylesterase [Arabidopsis 



Seq. No. 
Contig ID 



195609 

19450_1.R1039 

uC-gsronu33B147b09bl 

BLASTX 

g2351374 

381 

1.0e-36 

82 

89 

(U54560) putative 26S proteasome subunit athMOV34 
[Arabidopsis thaliana] 

195610 

19469_1.R1039 

LIB3166-058-P1-K1-D5 

BLASTX 

g3924596 

1337 

1.0e-148 

306 
84 

(AF069442) putative phospho-ser/thr phosphatase 
[Arabidopsis thaliana] 

195611 

19474_1.R1039 
uC-gsronu33B078h02bl 

195612 

19478 1.R1039 



26340 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3145-056-Q1-K1-B4 

BLASTX 

g2244956 

239 

8.0e-20 

146 

33 

(Z9734 0) strong similarity to pectinesterase 
thaliana] 



[Arabidopsis 



Ocvj • ViKJ . 






1 QA QQ 1 R1 n^Q 


D IILOo L IliDl 


ttr-si Tfi_oi n-ni — ki — 

1iXDjX4 Q uiu ^x rvx UJ 








M -L ^1 v&> j'&i 


BLAST score 


198 


E value 


4.0e-15 


Matcn xengm 




% identity 


jy 


NCBI Description 


iUoy/yjj axxergen hiild a vx 


Caff t^r\ 


X -7 J DX*± 


oonrig id 


lyouz x.Kiuoy 


3 — ItlOSu CjoL 


uu— gsrxnujoDXZoauzox 


JMeunoa. 


JDXiriD 1 A 


MpDT HT 


y ^ / DUO O:? 


Diin.0 X suUIC 


DO J 


E value 


7.0e-96 


Match length 


221 


% identity 


82 


NCBI Description 


(AC003105) putative recept< 


Seq. No. 


195615 


Contig ID 


19503 1.R1039 


5' -most EST 


LIB3145-025-Q1-K1-D12 


Method 


BLASTX 


NCBI GI 


gll72633 


BLAST score 


377 


E value 


4.0e-36 


Match length 


83 


% identity 


87 


NCBI Description 


PROLIFERA PROTEIN >gi|6754 



[Ambrosia artemisiif olia] 



[Arabidopsis thaliana] 



n (L39954) contains MCM2/3/5 
family signature; PROSITE; PS00847; disruption leads to 
early lethal phenotype; similar to MCM2/3/5 family, most 
similar to YBR1441 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195616 

19504_1,R1039 

LIB3145-025-Q1-K1-D2 

BLASTX 

g4105772 

502 

6.0e-51 

110 

46 

(AF049917) PGP9B [Petunia x hybrida] 



26341 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195617 

19506J..R1039 

LIB3146-047-Q1-K1-F3 

BLASTS 

g4105771 

54 

2.0e-21 

230 
81 

Petunia x hybrida PGP9B 



(PGP9B) mRNA, complete cds 



195618 

19509JL.R1039 

LIB3196-033-P1-M1-C4 

BLASTX 

g3769300 

572 

7.0e-59 

176 

61 

(AB018552) AtRERIC [Arabidopsis thaliana] 
195619 

19509_2.R1039 

uC-gsflnu33B036gl0bl 

BLASTX 

g2865175 

327 

2.0e-30 

86 

69 

(AB010945) AtRerlA [Arabidopsis thaliana] 
195620 

19511_1.R1039 

uC-gsflmaxxa038e06bl 

BLASTX 

g4510364 

270 

2.0e-23 

194 

39 

(AC007017) hypothetical protein [Arabidopsis thaliana] 
195621 

19514_1.R1039 

g5048904 

BLASTX 

g3342802 

941 

1.0e-121 

268 
82 

(AF061838) putative cytosolic 6-phosphogluconate 
dehydrogenase [Zea mays] 



Seq. No. 



195622 



26342 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



19516_1.R1039 
uC-gsronu33B155g08b2 ? % ' 

BLASTX 
g99737 
637 

2.0e-66 

142 

85 

NADPH — ferrihemoprotein reductase (EC 1.6.2, 
Arabidopsis thaliana >gi i 16189 | emb | CAA4 6815 | 



(X66017) 



NADPH-ferrihemoprotein reductase [Arabidopsis thaliana] 
195623 

19517_1.R1039 

uC-gsflnu33B093g05bl 

BLASTX 

g2809385 

943 

1.0e-108 

246 
81 

(AF024634) 
crispum] 



NADPH cytochrome P450 reductase [Petroselinum 



195624 

19517_2.R1039 

LIB3166-022-P1-K1-A7 

BLASTN 

g2580498 

66 

2.0e-28 

346 

80 

Eschscholtzia californica NADPH: ferrihemoprotein 
oxidoreductase mRNA, complete cds 

195625 

19518_1.R1039 
LIB3145-037-Q1-K1-C2 

195626 

19519JL.R1039 
LIB3145-025-Q1-K1-E6 

195627 

19522JL.R1039 

LIB3145-025-Q1-K1-E9 

BLASTX 

g3243274 

514 

5.0e~52 

182 

60 

(AF072134) TCP3 [Arabidopsis thaliana] 
195628 

19523 1.R1039 



26343 




5-V-most EST " ~ 


LIB3145-025-Q^Kl-Fl r 


Seq. No. 


195629 


Contig ID 


19528 1.R1039 


5 1 -most EST 


LIB3145-025-Q1-K1-F6 


Seq. No. 


195630 


Contig ID 


19549 1.R1039 


5 '-most EST 


LIB3145-025-Q1-K1-H4 


Method 


BLASTX 


NCBI GI 


g4539008 


BLAST score 


279 


E value 


1.0e-24 


Match length 


129 


% identity 


53 


NCBI Description 


(AL049481) lipase-like protein [Arabidopsis 


Seq. No. 


195631 


Contig ID 


19554 1.R1039 


5 '-most EST 


LIB3165-055-P1-K1-H5 


Method 


BLASTX 


NCBI GI 


g927575 


BLAST score 


405 


E value 


2.0e-39 


Match length 


90 


% identity 


77 


NCBI Description 


(U12926) alpha galactosidase [Glycine max] 


Seq. No. 


195632 


Contig ID 


19555 1.R1039 


5' -most EST 


LIB3166-027-P1-K1-G1 


Seq. No. 


195633 


Contig ID 


19556 1.R1039 


5 '-most EST 


LIB3145-026-Q1-K1-A10 


Seq. No. 


195634 


Contig ID 


19557 1.R1039 


5 '-most EST 


LIB3145-026-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


g4033469 


BLAST score 


366 


E value 


1.0e-34 


Match length 


218 


% identity 


44 


NCBI Description 


ARGININE/SERINE-RICH SPLICING FACTOR RSP41 




>gi| 1707370 | emb | CAA67799 | (X99436) splicing 




[Arabidopsis thaliana] 


Seq. No. 


195635 


Contig ID 


19559 1.R1039 


5 1 —most EST 


LIB3166-047-P1-K1-G11 


Seq. No. 


195636 


Contig ID 


19577 1.R1039 


5' -most EST 


LIB3197-015-P1-M1-B12 


Method 


BLASTX 



26344 



NCBI '§1 - * 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 



g2 660677 . 
298 

5.0e-53 

160 

66 

(AC002342) unknown protein [Arabidopsis thaliana] 
195637 

19579_1.R1039 
LIB3145-026-Q1-K1-C4 



Seq. No. 
Contig ID 
5 '-most EST 



195638 

19580JL.R1039 
LIB3145-026-Q1-K1-C6 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



195639 

19597_1.R1039 

uC-gsflmaxxa069b05bl 

BLASTX 

gl888485 

1412 

1.0e-157 

325 

80 

(Y11749) dihydroflavonol 4- 



■reductase [Vitis vinifera] 



195640 

19610JL.R1039 

LIB3145-051-Q1-K1-F7 

BLASTX 

g3894387 

209 

3.0e-16 

172 

4 

(AF053995) Hcr2-0B [Lycopersicon esculentum] 
195641 

19636_1.R1039 

LIB3145-027-Q1-K1-G1 

BLASTX 

g2414156 

688 

9.0e-73 

141 

92 

(Y09787) delta-endotoxin [Bacillus thuringiensis] 
195642 

19649_1.R1039 
LIB3145-028-Q1-K1-A6 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



195643 

19652_1.R1039 

LIB3145-028-Q1-K1-B1 

BLASTX 

g3822225 



26345 



BLAST" score 

E value 

Match length 

% identity 

NCBI Description 



322 J 
1.0e-36 
133 
61 

(AF079183) RING-H2 finger protein RHGla [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 1 -most EST 



195644 

19655_1.R1039 
LIB3145-028-Q1-K1-B12 



Seq. No. 
Contig ID 
5 T -most EST 



195645 

19657JL.R1039 
LIB3148-038-Q1-K1-B3 



Seq. No. 

Contig ID 
5 '-most EST 



195646 

19658_1.R1039 
LIB3145-028-Q1-K1-B4 



Seq. No. 
Contig ID 
5 '-most EST 



195647 

19658_2.R1039 
LIB3145-050-Q1-K1-A2 



Seq. No. 
Contig ID 
5' -most EST 



195648 

19660_1.R1039 
LIB3145-028-Q1-K1-B7 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



195649 

19663JLR1039 

LIB3145-028-Q1-K1-C10 

BLASTX 

g3608495 

402 

1.0e-48 

145 

73 

(AF089738) plastid division protein FtsZ [Arabidopsis 
thaliana] >gi | 4510351 | gb IAAD214 40. 1 | (AC006921) plastid 
division protein FtsZ [Arabidopsis thaliana] 

195650 

19666JL.R1039 

LIB3146-028-Q1-K1-F5 

BLASTX 

gl707017 

205 

4.0e-16 

71 

58 

(U78721) RNA helicase isolog [Arabidopsis thaliana] 
195651 

19667_1.R1039 

uC-gsflmaxxa076c09bl 

BLASTX 

gl778376 

800 



26346 



E value & 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 "-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



1.0e-127 

295 
76 

(U81288) PsRT17- 



1 [Pisum sativum] 



195652 

19668JL.R1039 

LIB3166-030-P1-K1-B9 

BLASTX 

g4469023 

632 

1.0e-65 

186 

74 

(AL035602) putative protein [Arabidopsis thaliana] 
195653 

19673_1.R1039 

LIB314 6-020-Q1-K1-D10 

BLASTX 

g4001803 

105 

1.0e-ll 

59 

61 

(AF041474) 
(AB015907) 



BAF53a [Homo sapiens] >gi | 4218064 | dbj | BAA74577 | 
actin-related protein [Homo sapiens] 



195654 

19675JL.R1039 

g5046055 

BLASTX 

g!350548 

306 

1.0e-27 

112 

53 

(L47609) heat shock-like protein [Picea glauca] 



195655 

19676_1.R1039 

LIB3189-024-P1-K1-A12 

BLASTX 

g4580389 

668 

3.0e-70 

155 

79 

(AC007171) unknown protein 



[Arabidopsis thaliana] 



195656 

19688JL. R1039 

LIB3272-004-P1-K1-G3 

BLASTX 

g2982297 

1107 

1.0e-121 



26347 



'Match length ~ 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232 
92 

(AF051233) KIAA0107-like protein [Picea mariana] 
195657 

19692JL.R1039 
LIB3145-028-Q1-K1-E9 

195658 

19700JL.R1039 

LIB3145-028-Q1-K1-F6 

BLASTX 

g3128168 

830 

3.0e-89 

189 

76 

(AC004521) putative carboxyl-terminal peptidase 
[Arabidopsis thaliana] 
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Match length 


52 


% identity 


ou 


jnudi uescription 


(AC005824) unknown protein [Arabidopsis 


Seq. No. 


195660 


Contig ID 


19709 1.R1039 


5 '-most EST 


LIB3145-028-Q1-K1-G3 


Method 


BLASTX 


NCBI GI 


g2244841 


BLAST score 


292 


E value 


4.0e-26 


Match length 


87 


% identity 


67 


NCBI Description 


(Z97337) hypothetical protein [Arabidops 


Seq. No. 


195661 


Contig ID 


19714 1.R1039 


5' -most EST 


LIB3149-020-Q1-K1-B12 


Method 


BLASTX 


NCBI GI 


g3873807 


BLAST score 


254 


E value 


1.0e-21 


Match length 


134 


% identity 


45 


NCBI Description 


(Z49907) B0491.1 [Caenorhabditis elegans 


Seq. No. 


195662 


Contig ID 


19715 1.R1039 


5' -most EST 


LIB3145-028-Q1-K1-H1 


Method 


BLASTN 



26348 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



g4454587 „ - 

33 * 

5.0e-09 

98 

90 

Arabidopsis thaliana BAC F21A20 from chromosome V near 61 
cM, complete sequence [Arabidopsis thaliana] 

195663 

19725_1.R1039 
g3326794 

195664 

19733_1.R1039 
LIB3145-029-Q1-K1-A4 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



195665 

19737JL.R1039 

g3325891 

BLASTN 

g2618604 

36 

2.0e-10 

178 
86 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MTG13, complete sequence [Arabidopsis thaliana] 



195666 

19754_1.R1039 

LIB3165-012-P1-K1-E6 

BLASTX 

gll30682 

317 

3.0e-29 

62 
98 

(Z46959) acetohydroxyacid synthase 



[Gossypium hirsutum] 



195667 

19762_1.R1039 

LIB3197-040-Q1-M1-E10 

BLASTX 

g4415908 

334 

1.0e-46 

157 

73 

(AC006282) unknown protein [Arabidopsis thaliana] 
195668 

19776JL.R1039 

uC-gsflmaxxa096hl0bl 

BLASTX 

gl947137 

529 

2.0e-53 



26349 




Match l&ngth 


312 


% identitv 


38 


NCBI Description 


fAF000264} similar to the ATP— hindincr transnort nrofpi n 
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Seer. No. 


195669 


Gontig ID 


19779 1.R1039 


5 T -most EST 


LIB3145-029-Q1-K1-E8 


Method 


BLASTX 


NCBI GI 


g4049341 


BLAST score 


180 


E valine 


3 Oe-28 


Match length 


153 


% identity 


46 


NCBI Description 


(AL034567) putative protein [Arabidopsis thaliana] 


Seq. No, 


195670 


Contia ID 

V#/ X -W *JL y «L> JUS 


19780 1 R1039 

-1- ~S i \J \J JL • 1AJL t_F —J ./ 


5 T —most EST 


LIB32T2-039-P1-K1-B2 

XJ JL XJ ^ / __, v/<a/_/ - X JA JL XJ __. 


Sea. No. 


195671 


Pontia ID 


19784 1 R10^9 

X _? / O *i X ■ I\-L \J J _7 


5 '-most EST 


LIB3145-029-O1-K1-F3 


Method 


BLASTX 


NCBI GI 


g2558962 


BLAST score 


382 


E value 

J—J V C^L -J- WlW 


5 Oe-45 


Match lencrth 


108 


% identity 


97 
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5 ' —most EST 


uC-asf lnu33B027el0bl 

1—4. W Ui_ XXllUiJ- , lJV-> ' CI viJX 


Method 


BLASTN 


NCBI GI 


g4309679 


BLAST score 


123 


E value 


2.0e-62 


Match lenath 


278 


% identity 


44 
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X JJ o / o 


Print - i rr Tfl 


l^OUJ X«x\XVJO_? 


5 1 -most EST 


LIB31T5-029-O1-K1-H6 


Method 


BLASTX 


NCBI GI 


gl36644 


BLAST score 


154 


E value 


5.0e-10 


Match length 


32 


% identity 


91 


NCBI Description 


UBIQUITIN-CONJUGATING ENZYME E2-23 KD (UBIQUITIN-PROTEIN 



LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi 1 1007 65 | pir ] I A3450 6 
23K ubiquitin carrier protein E2 - wheat >gi| 170782 
(M28059) ubiquitin carrier protein [Triticum vulgare] 



26350 



Seq. No. 


195674 






Contig ID 


19817 1 


.R1039 




5 '-most EST 


LIB3145- 


-030-Q1-K1- 


-BIO 


Seq. No. 


195675 






Contig ID 


19818 1 


.R1039 




5 1 -most EST 


LIB3148- 


-047-Q1-K1- 


-D9 


Seq. No. 


195676 






Contig ID 


19827 1 


.R1039 




5' -most EST 


LIB3165- 


-042-Q1-K1- 


-G4 


Method 


BLASTX 






NCBI GI 


g542020 






BLAST score 


914 






E value 


9.0e-99 






Match length 


234 






% identity 


74 






NCBI Description 


sucrose 


transport 


protein 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5" -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



>gi I 468562 | emb | CAA83436 | 
communis] 

195677 

19829JL.R1039 

LIB3148-034-Q1-K1-E12 

BLASTX 

g2252871 

170 

7.0e-12 

145 

38 

(AF013294) No definition 
195678 

19840_1.R1039 
LIB3145-030-Q1-K1-D4 

195679 

19843_1.R1039 
LIB3145-030-Q1-K1-D7 

195680 

19855_1.R1039 
LIB3145-030-Q1-K1-E8 

195681 

19863JL.R1039 
uC-gsflnu33B019b09bl 

195682 

19869JL.R1039 

uC-gs f lmaxxa 0 0 1 a 0 8bl 

195683 

19873_1.R1039 
LIB3145-030-Q1-K1-H1 



- castor bean 

[Z31561) sucrose carrier [Ricinus 



line found [Arabidopsis thaliana] 



Seq. No. 



195684 < 



26351 



Gontig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19874JL.R1039 ? 
LIB3145-030-Q1-K1-H10 

195685 

19886_1.R1039 

LIB3145-031-Q1-K1-A6 

BLASTX 

g3355467 

178 

7.0e-24 

150 
38 

(AC004218) hypothetical protein [Arabidopsis thaliana] 
195686 

19891_1.R1039 

LIB3145-031-Q1-K1-B12 

BLASTX 

g3355626 

806 

2.0e-86 

191 

79 

(Y09204) histidinol-phosphate aminotransferase [Nicotiana 
tabacum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195687 

19894_1.R1039 

LIB3166-017-P1-K1-H3 

BLASTX 

g3702327 

67 9 

3.0e-71 

227 
62 

(AC005397) unknown protein [Arabidopsis thaliana] 
195688 

19895_1.R1039 

LIB3166-003-P1-K1-A6 

BLASTX 

g3461835 

171 

4.0e-12 

48 

67 

(AC005315) putative protein kinase [Arabidopsis thaliana] 
>gi | 3927840 (AC005727) putative protein kinase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



195689 

19899_1.R1039 
LIB3165-050-Q1-K1-G6 

195690 

19906_1.R1039 
LIB3145-031-Q1-K1-C6 



26352 
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BLAST score 
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NCBI Description 


vAJUuyyo^y asparagme synuneuase type 11 Lrnaseoius 
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Method 


BLASTN 


NCBI GI 


g3821279 
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Match length 




% identity 
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BLASTX 


NCBI GI 


g3341694 


jdJjAoi score 




E value 


i . ue o JL 


Match length 


147 


% identity 
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NCBI Description 
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Seq. No. 


195696 


Contig ID 


19930 1.R1039 


5' -most EST 


LIB3145-031-Q1-K1-E7 


Method 


BLASTX 


NCBI GI 


g2979553 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



239 

4.0e-20 

117 

45 

(AC003680) hypothetical protein [Arabidopsis thaliana] 
195697 

19936JL.R1039 
uC-gsflnu33B015h02bl 

195698 

19942JUR1039 

LIB3145-031-Q1-K1-F8 

BLASTX 

g3327957 

169 

7.0e-12 

51 
59 

(AF060490) TLS-associated protein TASR-2 [Mus musculus] 
>gi 1 3327976 (AF067730) TLS-associated protein TASR-2 [Homo 
sapiens] 



Seq. No. 




Contxg ID 


iyy4o i .Kiuoy 


5' -most EST 


LIBol4b-t)ol-yi-j\l-Jb y 


Metnoa 




NCBI GI 


glylozyz 


BLAST score 


116 


E value 


4.0e-09 


Match length 


87 


% identity 


43 


NCBI Description 


(U89793) allergen Amb a ^ 


Seq. No. 


195700 


Contig ID 


19944 1.R1039 


5 '-most EST 


LIB3145-031-Q1-K1-G1 


Method 


BLASTX 


NCBI GI 


g3182981 


BLAST score 


849 


E value 


3.0e-91 


Match length 


193 


% identity 


84 


NCBI Description 


CELL ELONGATION PROTEIN 




(D86494) diminuto [Pisum 


Seq. No. 


195701 


Contig ID 


19945 1.R1039 


5' -most EST 


LIB3189-018-P1-K1-H7 


Seq. No. 


195702 


Contig ID 


19947 1.R1039 


5' -most EST 


LIB3272-009-P1-K1-B4 


Method 


BLASTX 


NCBI GI 


gl730910 


BLAST score 


186 


E value 


2.0e-13 



26354 



Match length 

% identity 

NCBI Description 



215 ' 
31 

HYPOTHETICAL 23.1 KD PROTEIN IN'BSAA-ILVD INTERGENIC REGION 
>gi 1 1256633 (L77246) putative [Bacillus subtilis] 
>gi I 2634609 | emb | CAB14107 | (Z99115) similar to hypothetical 
proteins [Bacillus subtilis] 
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NCBI Description 


(U78721) hypothetical prot< 


Seq. No. 


195704 


Contig ID 


19953 1.R1039 


5 '-most EST 


LIB3197-015-P1-M1-A11 


Method 


BLASTX 


NCBI GI 


gl351271 


BLAST score 


1298 


E value 


1.0e-143 


Match length 


317 


% identity 
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NCBI Description 


TRIOSEPHOSPHATE ISOMERASE i 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



>gi 1 1084309 ipir | IS52032 triose-phosphate isomerase (EC 
5.3.1.1) precursor, chloroplast - spinach >gi | 806312 
(L36387) triosephosphate isomerase, chloroplast isozyme 
[Spinacia oleracea] 

195705 

19953_2.R1039 

LIB3146-010-Q1-K1-C9 

BLASTX 

gl351271 

257 

2.0e-22 

53 

96 

TRIOSEPHOSPHATE ISOMERASE CHLOROPLAST PRECURSOR (TIM) 
>gi|1084309|pir| IS52032 triose-phosphate isomerase (EC 
5.3.1.1) precursor, chloroplast - spinach >gi 1806312 
(L36387) triosephosphate isomerase, chloroplast isozyme 
[Spinacia oleracea] 

195706 

19962JL.R1039 

uC-gsflnu33B081f06bl 

BLASTX 

g541824 

407 

2.0e-39 

135 

61 



26355 



NCBI Description 



protein kinase - spinach >gi | 457709 | emb | CAA82991 | (Z30330) 
protein kinase [Spinacia oleracea] 
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NCBI Description 


(AJzzz/76) hypothetical protein 
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Contig ID 
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5 '-most EST 
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Method 


BLASTX 
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BLAST score 


586 


E value 
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Match length 
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% identity 
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NCBI Description 


(AC004255) T1F9.16 [Arabidopsis 
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iyo /ii 


Contig ID 


19981 1.R1039 


5 '-most EST 


LIB3146-053-Q1-K1-F10 


Method 
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BLAST score 
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E value 


7 . Oe-40 


Match length 


o o 
OZ 


% identity 


inn 

100 


NCBI Description 
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Method 


BLASTX 


NCBI GI 


g2801442 


BLAST score 


740 


E value 


2.0e-78 


Match length 


161 


% identity 


82 


NCBI Description 


(AF028338) ubiquitin-conjugating 




thaliana] 



[Hordeum vulgare] 



[Arabidopsis 



Seq. No. 



195713 
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Contig ID " 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



19988_1.R1039 

g5047781 

BLASTX 

g3746059 

452 

7.0e-45 

201 
72 

(AC005311 
thaliana] 



"putative cysteinyl-tRNA synthetase 
>gi | 4432812 | gb| AAD20662 | (AC006593) 



[Arabidopsis 
putative 



cysteinyl-tRNA synthetase [Arabidopsis thaliana] 
195714 

19989_1.R1039 

uC-gsflmaxxa040f04bl 

BLASTX 

g3461833 

261 

2.0e-22 

54 

87 

(AC004138) putative expansin [Arabidopsis thaliana] 
195715 

19995_1.R1039 

LIB3145-032-Q1-K1-F2 

BLASTX 

g2827641 

416 

8.0e-41 

151 

55 

(AL021636) Cytochrome P450-like protein [Arabidopsis 
thaliana] 

195716 

19996_1.R1039 

LIB3189-016-P1-K1-E2 

BLASTX 

gl841870 

501 

3.0e-50 

219 

50 

(U87222) elongation factor 1-beta [Pimpinella brachycarpa] 
195717 

19999JL.R1039 
g5050420 

195718 

20007_1.R1039 

uC-gsflnu33B001c08bl 

BLASTX 

gl70507 

234 

2.0e-19 
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Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



96 
52 

(M59251) ORF [Lycopersicon esculentum] >gi 11172167 (U44386) 
heat shock protein [Solanum lycopersicum] 

195719 

20008_1.R1039 
LIB3145-032-Q1-K1-G8 

195720 

20009JL.R1039 

LIB3145-053-Q1-K1-E5 

BLASTX 

g4263695 

188 

4.0e-14 

111 
16 

(AC006223) 
thaliana] 



putative myosin II heavy chain [Arabidopsis 



195721 

20010_1.R1039 

uC-gsflmaxxa042c02bl 

BLASTX 

g4325371 

363 

2.0e-34 

97 

70 

(AF128396) contains similarity to Medicago truncatula N7 
protein (GB:Y17613) [Arabidopsis thaliana] 

195722 

20015_1.R1039 

uC-gsflmaxxa067b09bl 

BLASTX 

g3668089 

240 

3.0e-20 

97 

47 

(AC004 667) unknown protein [Arabidopsis thaliana] 
195723 

20017_1.R1039 
LIB3145-032-Q1-K1-H9 

195724 

20021_1.R1039 

LIB3145-033-Q1-K1-A2 

BLASTX 

g3319353 

404 

3.0e-39 

147 

48 



26358 



NCBI Description 



(AF077407) contains similarity to copper-binding proteins 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



195725 

20036_1.R1039 
LIB3145-033-Q1-K1-C2 



Seq. No. 
Contig ID 
5 '-most EST 



195726 

20041_1.R1039 
LIB3149-004-P1-K1-C6 



O a "VT j-i 

beq. wo. 


1 yD f Z / 


Contig ID 


zQ04i 1.R1039 


0 -iriOSt tiOl 


LI Bo 14 0-U4 1-Ql-Kl-Dz 


jxietnoa 




JNL..D1 (a± 


or "3 1 CO^I o 

golaZolo 


BLAST score 


198 


E value 


4.0e-15 


Match length 


lUo 


-s identity 


43 


NCbi Description 


(AC00448^) hypothetical protein [Arabidopsis thaliana] 


beq. wo. 




Contig ID 


20046_1.R1039 


5 T -most EST 


LIB3145-033-Q1-K1-D4 


Method 


BLASTX 


NUrsl bl 


g4 4o4ulz 


BLAST score 


1472 


E value 


1.0e-164 


Match length 


394 


% identity 


c c 
DO 


NCBI Description 


(AL035396) Pollen-specif ic protein precursor like 




[Arabidopsis thaliana] 


Seq. No. 


195729 


Contig ID 


20060_1.R1039 


o -most EST 


go04934o 


Method 


DT A o m V 




y j'ituu jo 


BLAST score 


894 


E value 


1.0e-96 


Match length 


246 


% identity 


34 


NCBI Description 


(AC005168) unknown protein [Arabidopsis thaliana] 


Seq. No. 


195730 


Contig ID 


20084 1.R1039 


5 '-most EST 


LIB3145-034-Q1-K1-A6 


Method 


BLASTX 


NCBI GI 


g2244841 


BLAST score 


155 


E value 


4.0e-10 


Match length 


195 


% identity 


31 


NCBI Description 


(Z97337) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 195731 

26359 



L'OIlL.xy 1U 


J X * I\X U _> -? 


q r _ T --. C! 4- it 1 qrp 


t tp^i Tr— n r m — "fti — a i 

iiiDJiy j ujo Ss-'- J-V-L rt-J- 


oeq. ino * 


1 QR7^9 

1"J / Oii 


oontig ±u 


^rtnen i pi n^Q 


J illXJo U £iO 1 


T.TPmZs-ndn-m -Ki -rcs 

jjioji'i j u v yi iv j. o»j 




RT.ASTX 


NCBI GI 


g2978452 


BLAST score 


412 


I1j value 




Lid L, Ul 1 XCliu L. i 1 


113 


0 L y 


71 


KIPRT Dfl GOVT T ATI 




Q o *-r \T/-\ 

oeq. ino • 


1 / JJ 


UOnuly 1U 


OCil C\A 1 PI H*5 Q 




y*JU*iO*i*i-L 


lie L- ilWkjl 


D J-LTlO 1 /\ 


NCBI GI 


g2911058 


BLAST score 


691 


Hi Value 


J. • Ue / ^ 




X Z7U 


t> lUcIltll-y 




Wv^ci Description 


/TIT HOI G£1 \ V\l 1 +• O "I" A TT£i 1 


Seq. No. 


iyo / J4 


oontiig lu 


om m i di mo 


0 lUOSL EaO 1 


gou*t o ODU 


lie l.ii\ju. 


RT.A9TX 

OlinO 1A 


NCBI GT 


al708423 


BLAST score 


307 


E value 


1.0e-27 


Match length 


130 


% identity 


43 


NCBI Description 


ISOFLAVONE REDUCTASE 



,3 [Leishmania major] 



(D28505) A622 [Nicotiana tabacum] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195735 

20112_1.R1039 

LIB3165-060-Q1-K1-E10 

BLASTN 

g2244991 

38 

7.0e-12 

102 

84 

Arabidopsis thaliana DNA chromosome 4, 
fragment No 



ESSA I contig 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



195736 

20114J..R1039 

LIB3145-034-Q1-K1-D5 

BLASTX 

g3860249 

479 

9.0e-48 
177 



26360 



% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 f -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5' -most EST 



60 

(AC005824) unknown protein [Arabidopsis thaliana] 
195737 

20116_1.R1039 
uC-gsflnu33B113a05bl 

195738 

20127_1.R1039 

LIB3272-013-P1-K1-C7 

BLASTX 

g3281869 

321 

1.0e-29 

102 

65 

(AL031004) RSZp22 splicing factor [Arabidopsis thaliana] 
>gi | 3435094 (AF033586) 9G8-like SR protein [Arabidopsis 
thaliana] 

195739 

20130_1.R1039 

uC-gsflnu33B107c02bl 

BLASTX 

g945039 

1261 

1.0e-139 

304 

78 

(U25027) phosphatidylinositol-specific phospholipase C 
[Glycine max] 

195740 

20142_1.R1039 

uC-gsronu33B147dl2bl 

BLASTX 

gll5524 

403 

6.0e-39 

147 

52 

CALMODULIN >gi | 71687 | pir || MCPO calmodulin - potato 
>gi | 169477 (J04559) calmodulin [Solanum tuberosum] 

195741 

20149JL.R1039 
LIB3145-034-Q1-K1-H2 

195742 

20151JL.R1039 
LIB3196-025-P1-M1-H7 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 



195743 

20152_1.R1039 

LIB3272-055-P1-K1-B5 

BLASTX 

g3241945 



26361 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



266 

3.0e-23 

128 

44 

(AC004625) unknown protein [Arabidopsis thaliana] 



195744 

20155_1.R1039 

LIB3145-035-Q1-K1-A1 

BLASTX 

g3184285 

225 

2.0e-18 

63 

65 

(AC004136) hypothetical protein 



[Arabidopsis thaliana] 



195745 

20158J..R1039 

g5048020 

BLASTX 

g2244939 

259 

5.0e-22 

185 

35 

(Z97339) hypothetical protein [Arabidopsis thaliana] 
195746 

20159JL.R1039 

LIB314 6-006-Q1-K1-D10 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195747 

20170JL.R1039 

LIB3166-037-P1-K1-B4 

BLASTX 

gl279563 

412 

1.0e-39 

233 
36 

(X88845) nuMl [Medicago sativa] 
195748 

20185_1.R1039 
LIB3148-050-Q1-K1-E4 

195749 

20198JL.R1039 

LIB3147-031-Q1-K1-H8 

BLASTX 

g2781231 

280 

1.0e-24 

190 

37 

Chain A, Agglutinin In Complex With T-Disaccharide 



26362 



>gi|2781232ipdbflJLX|B Chain B, Agglutinin In Complex With 
T-Disaccharide >gi | 2781233 |pdbUJLY| A Chain A, Crystal 
Structure Of Amaranthus Caudatus Agglutinin 
>gi | 2781234 |pdfcHULY|B Chain B, Crystal Structure Of 
Amaranthus Caudatus Agglutinin 



Seq. No. 

Contig ID 

5.' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195750 

20200JL.R1039 

LIB3165-013-P1-K1-B11 

BLASTX 

g2738756 

1221 

1.0e-135 

280 
81 

(AF016282) 5'-adenylylsulfate reductase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 T -most EST 



195751 

20207_1.R1039 
uC-gsf Imaxxa045c05bl 

195752 

20221JL.R1039 
LIB3272-044-P1-K1-H10 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 



195753 

20230JL.R1039 
uC-gsronu33B008h03bl 

195754 

20234JL.R1039 

uC-gsflnu33B012e07bl 

BLASTX 

g3319343 

402 

2.0e-39 

102 

69 

(AF077407) contains similarity to sugar transporters {Pfam 
sugar_tr.hmm, score: 395.91) [Arabidopsis thaliana] 

195755 

20235_1.R1039 

LIB3272-028-P1-K1-G6 

BLASTX 

g2827559 

368 

7.0e-35 

151 

52 

(AL021635) predicted protein [Arabidopsis thaliana] 
>gi|3292808|emb|CAA19798| (AL031018) putative protein 
[Arabidopsis thaliana] 

195756 

20239 1.R1039 



26363 



5 T -most EST 



LIB3148-051-Q1-K1-B7 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195757 

20242_1.R1039 

LIB3145-037-Q1-K1-C10 

BLASTX 

g4539351 

278 

2.0e-24 

141 

50 

(AL035539) putative protein [Arabidopsis thaliana] 
195758 

20256JL.R1039 

LIB3145-037-Q1-K1-D3 

BLASTX 

g3915866 

688 

1.0e-72 

161 
78 

GLUTAMINYL-TRNA SYNTHETASE (GLUTAMINE — TRNA LIGASE) 
>gi|2995455|emb|CAA62901| (X91787) tRNA- glut amine 
synthetase [Lupinus luteus] 

195759 

20270JL.R1039 

LIB3145-054-Q1-K1-H12 

BLASTX 

g3643602 

909 

3.0e-98 

244 

72 

(AC005395) putative tonoplast intrinsic protein 
[Arabidopsis thaliana] 



(GLNRS) 



Seq. No. 
Contig ID 
5 f -most EST 



195760 

20274_1.R1039 
LIB3145-037-Q1-K1-F5 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 



195761 

20278_1.R1039 

LIB3146-025-Q1-K2-E10 

BLASTX 

g537639 

181 

4.0e-13 

97 

41 

(U14168) lipid transfer protein [Nicotiana tabacum] 
195762 

20281JL.R1039 

LIB3189-007-P1-K1-C7 

BLASTX 



26364 



HCBI *GI 


g2880049 


BLAST score 


185 


E value 


1.0e-24 


L id L» Ul 1 XCliy L.11 


105 
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OCv^ * IN U • 


195763 


Print in TH 
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Method. 
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BLAST score 
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F, va 1 hp 
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LIB3 145-037 -01-K1-G2 


Method. 


BLASTX 


NCBI GI 


a2465923 


BLAST score 


402 
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3.0e-39 
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a5047J39 




RT.ASTY 
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NCBI GI 


g3915826 


BLAST score 


546 


d vQl Lit; 


£+ • UC OX 
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OUO i\X n>\J ij WluriXJ iri\vlll*XiN Xj3 


OC\^ • VtKJ • 


X (DO 


PAnf -irr TP) 

vUll LJ-U XL* 


JU / X • £\X VJ J _7 


S'-Tno<?t EST 


LIB31T5-038-O1-K1-A4 

j-i x i_?<nj x ^ v> \j *j vj x l\. x m 


Method 


BLASTX 


NCBI GI 


gl362003 


BLAST score 


1092 


E value 


1.0e-120 


Match length 


249 


% identity 


86 



NCBI Description 



protein phosphatase 2A B regulatory chain 55K - Arabidopsis 
thaliana >gi 1710330 (U18129) 55 kDa B regulatory subunit of 
phosphatase 2A [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 T -most EST 



195767 

20325_1.R1039 
LIB3145-038-Q1-K1-C10 



26365 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 



BLASTX 

g3914007 

840 

2.0e-90 

218 

78 

MITOCHONDRIAL LON PROTEASE HOMOLOG 2 PRECURSOR >gi 11848291 
(U88087) LON protease homolog [Arabidopsis thaliana] 

195768 

20326_1.R1039 
LIB3272-016-P1-K1-E11 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195769 

20339JL.R1039 

uC-gsflnu33B037g04bl 

BLASTX 

g543565 

215 

4.0e-17 

68 

56 

hypothetical 10. OK protein - Zinnia elegans 
>gij 493721 | dbj |BAA06462| (D30802) TED4 [Zinnia elegans] 
>gi 1 641903 (U19266) putative nonspecific lipid transfer; 
auxin induced gene [Zinnia elegans] 



.R1039 

-033-Q1-K1-D6 



Seq. No. 
Contig ID 
5' -most EST 



195770 
20340_1. 
LIB3148- 
BLASTX 
g3182981 
1761 
0.0e+00 
366 
87 

CELL ELONGATION PROTEIN DIMINUTO >gi 1 1695692 | dbj | BAA130 96 | 
(D864 94) diminuto [Pisum sativum] 

195771 

20341JL.R1039 

LIB3145-038-Q1-K1-D7 

BLASTX 

g3548802 

256 

5.0e-22 

98 

50 

(AC005313) axi 1-like protein [Arabidopsis thaliana] 
>gi|4335769|gb|AAD1744 6| (AC006284) putative axil protein 
[Nicotiana tabacum] [Arabidopsis thaliana] 

195772 

20353_1.R1039 
LIB3146-060-Q1-K1-D2 



Seq. No. 



195773 



26366 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20358_1.R1039 

LIB3145-038-Q1-K1-F12 

BLASTX 

g511497 

419 

5.0e-65 

148 

78 

(L20978) oleoyl-acyl carrier protein thioesterase 
[Coriandrum sativum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195774 

20361JL.R1039 

LIB3196-048-P1-M1-A6 

BLASTX 

g2129842 

169 

9.0e-12 

53 

57 

SE60 protein - soybean >gi | 5097 69 | emb | CAA7 9164 | (Z18359) 
seed-specific low molecular weight sulfur-rich protein 
[Glycine max] 

195775 

20363_1.R1039 

g5048469 

BLASTX 

g4107099 

390 

3.0e-41 

112 

78 

(AB015141) AHP1 [Arabidopsis thaliana] 

>gi|4156245|dbj IBAA371121 (AB012570) ATHP3 [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195776 

20363_2.R1039 

LIB3147-049-Q1-K1-E10 

BLASTX 

g4107099 

391 

8.0e-38 

117 

64 

(AB015141) AHP1 [Arabidopsis thaliana] 

>gi|4156245|dbj |BAA37112| (AB012570) ATHP3 [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



195777 

20366JL.R1039 

uC-gsflmaxxa055b09bl 

BLASTX 

g399940 

1045 

1.0e-132 



26367 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length. 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



261 
93 

MITOCHONDRIAL HEAT SHOCK 70 KD PROTEIN PRECURSOR 
>gi|100004|pir| IS25005 heat shock protein, 70K - kidney 
bean >gi | 22636 | emb | CAA47345 | (X66874) 70 kDa heat shock 
protein [Phaseolus vulgaris] 

195778 

20371J..R1039 

g5045616 

BLASTX 

g3046695 

125 

2.0e-12 

101 

42 

(AL022224) putative protein [Arabidopsis thaliana] 
195779 

20372JL.R1039 
LIB3145-038-Q1-K1-G4 

195780 

20378_1.R1039 

LIB3145-038-Q1-K1-H1 

BLASTX 

gll49595 

726 

7.0e-77 

189 

74 

( Z4 98 60 ) l-acyl-sn-glycerol-3-phosphate acyltransf erase 
[Brassica napus] 

195781 

20387_1.R1039 

LIB3166-003-P1-K1-F7 

BLASTX 

g4097547 

233 

2.0e-19 

49 
46 

(U649-06) ATFP3 [Arabidopsis thaliana] 
195782 

20396JL.R1039 

LIB3272-010-P1-K1-B7 

BLASTX 

g4469003 

345 

3.0e-32 
17 9 
43 

(AL035602) putative protein [Arabidopsis thaliana] 



Seq. No. 



195783 



26368^ 



.Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 



20397_1.R1039 
LIB3145-039-Q1-K1-A8 

195784 

20398JL.R1039 

LIB3145-039-Q1-K1-B10 

BLASTX 

gll68470 

159 

8.0e-ll 

79 

49 

PROTEIN KINASE APK1A >gi | 282877 | pir | | S28 615 protein kinase, 
tyrosine/serine/threonine-specific (EC 2.7.1.-) - 
Arabidopsis thaliana >gi | 217829 | dbj | BAA02092 | (D12522) 
protein tyrosine-serine-threonine kinase [Arabidopsis 
thaliana] 

195785 

20409JL.R1039 

LIB3166-001-Q1-K1-C6 

BLASTX 

g3021355 

409 

5.0e-40 

89 

88 

(AJ005081) UDP-galactose 4-epimerase [Cyamopsis 
tetragonoloba] 

195786 

20409_2.R1039 

LIB3147-056-Q1-K1-A7 

BLASTX 

g3021355 

594 

1.0e-61 

122 
89 

(AJ005081) UDP-galactose 4-epimerase [Cyamopsis 
tetragonoloba] 

195787 

20410JL.R1039 
LIB3272-009-P1-K1-B10 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



195788 

20413_2.R1039 
LIB3145-039-Q1-K1-C6 

195789 

20423JL.R1039 

LIB3272-002-P1-K1-A1 

BLASTX 

g3738325 

390 

9.0e-38 



26369 



Match length 

%- identity 

NCBI Description 



112 
71 

(AC005170) putative CaMB-channel protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



195790 

20427^2. R1039 

LIB3165-028-P1-K1-H1 

BLASTX 

g4103959 

178 

8.0e-13 

126 

22 

(AF030033) calmodulin [Phaseolus vulgaris] 
195791 

20436JL.R1039 

LIB3145-039-Q1-K1-E8 

BLASTX 

g3881978 

170 

6.0e-12 

42 
79 

(Y11348) annexin-like protein [Medicago sativa] 
195792 

20440_1.R1039 
uC-gsflmaxxa057h01bl 

195793 

20451_1.R1039 

g5049532 

BLASTX 

g4544386 

606 

9.0e-63 

171 

74 

(AC007047) putative cell division control protein 
[Arabidopsis thaliana] 

195794 

20452_1.R1039 

uC-gsronu33B021a03bl 

BLASTN 

gl335861 

74 

2.0e-33 

283 

84 

Glycine max clathrin heavy chain mRNA, complete cds 
195795 

2Q462J..R1039 
LIB3145-040-Q1-K1-A10 



26370 
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Seq. No. 


195799 




Contig ID 


20485 1.R1039 




5 '-most EST 


uC-gs f lnu3 3B0 0 ldl Obi 




Method 


BLASTN 




NCBI GI 


g3128142 



[Arabidopsis thaliana] 



membrane transporter Dl isolog [Arabidopsis 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 



-09 



34 

3.0e- 

62 
89 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MQN23, complete sequence [Arabidopsis thaliana] 



PI clone: 



195800 

20490_1.R1039 

LIB3145-056-Q1-K1-A6 

BLASTX 

g3128218 

588 

9.0e-61 

143 
76 

(AC004077) putative endl3 protein [Arabidopsis thaliana] 
195801 

20496JL.R1039 
LIB3196-028-P1-M1-C11 



Seq. No. 
Contig ID 



195802 

20497 1.R1039 



26371 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3272-034-P1-K1-G8 

BLASTX 

g2245064 

225 

2.0e-18 

76 

61 

(Z97342) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5* -most EST 



195803 

20502_1.R1039 
LIB3146-056-Q1-K1-G8 



Seq. No. 
Contig ID 
5' -most EST 



195804 

20502_2.R1039 
uC-gsflnu33B091a01bl 



Seq, No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195805 

20507JL.R1039 

LIB3145-040-Q1-K1-E3 

BLASTX 

g224293 

410 

4.0e-40 

82 : ' 
100 

histone H4 [Triticum aestivum] 



Seq. No. 
Contig ID 
5' -mo st EST 



195806 

20510_1.R1039 
g3326324 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195807 

20517_1.R1039 

uC-gsflmaxxa048c02bl 

BLASTX 

g2497219 

213 

6.0e-17 

119 

37 

HYPOTHETICAL 15.4 KD PROTEIN IN HAS1-JNM1 INTERGENIC REGION 
>gi|626266|pir||S47453 probable membrane protein YMR292w - 
yeast (Saccharomyces cerevisiae) >gi | 53034 9 | emb | CAA5 6801 | 
(X80836) len:138, CAI:0.12, potential spliced gene, 
hydropho bic composition [Saccharomyces cerevisiae] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195808 

20521_1.R1039 

uC-gsronu33B147a04bl 

BLASTX 

g3128203 

639 

9.0e-67 

173 

72 

(AC004521) unknown protein [Arabidopsis thaliana] 



26372 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



195809 > 

20522JL.R1039 

LIB3145-040-Q1-K1-F8 

BLASTX 

g3063698 

289 

2.0e-25 

186 

51 

(AL022537) putative protein [Arabidopsis thaliana] 
195810 

20531JL.R1039 
LIB3145-040-Q1-K1-G7 

195811 

20535_1.R1039 

LIB3145-040-Q1-K1-H3 

BLASTX 

g2262100 

207 

6.0e-20 

84 

63 

(AC002343) unknown protein [Arabidopsis thaliana] 
195812 

20539JL.R1039 
LIB3145-040-Q1-K1-H7 



Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195813 

20541_1.R1039 

uC-gsronu33B169cl2bl 

BLASTX 

g4056488 

536 

7.0e-55 

112 

84 

(AC0058 96) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5" -most EST 



195814 

20552JL.R1039 
LIB3148-034-Q1-K1-F11 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195815 

20563_1.R1039 

uC-gsflnu33B006b03bl 

BLASTX 

g4235644 

187 

2.0e-23 

184 

36 

(AF119040) polyprotein [Lycopersicon esculentum] 



26373 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195816 

20564J..R1039 

LIB3145-041-Q1-K1-C2 

BLASTX 

g3170482 

211 

1.0e-16 

87 
48 

(AF052864) PISTILLATA homolog LtPI-1 [Liriodendrori 
tulipifera] 



Seq. No. 
Contig ID 
5 T -most EST 



195817 

20565_1.R1039 
LIB3145-041-Q1-K1-C3 



Seq. No. 
Contig ID 
5 1 -most EST 



195818 

20570JL.R1039 
uC-gsronu33B080bl2bl 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195819 

20575JL.R1039 

uC-gsflnu33B085d08bl 

BLASTX 

g4539335 

687 

1.0e-72 

152 
85 

(AL035539) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195820 

20591_1.R1039 

LIB3145-041-Q1-K1-F1 

BLASTX 

g3157933 

650 

4.0e-76 

200 
73 

(AC002131) Contains similarity to box helicases gbjU29097 
from C. elegans and to the ENBP1 gene product gb|X95995 
from Vicia sativa. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



195821 

20592JL.R1039 
uC-gsflnu33B022g02bl 



Seq. No. 
Contig ID 
5 1 -most EST 



195822 

20600JL.R1039 
LIB3145-041-Q1-K1-F9 



Seq. No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI 



195823 

20605_1.R1039 

LIB3145-046-Q1-K1-A5 

BLASTX 

g2924777 



26374 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400 

8.0e-39 

192 

48 

(AC002334) putative receptor protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195824 

20607JL.R1039 

LIB3166-002-Q1-K1-D12 

BLASTX 

gl871192 

171 

1.0e-ll 

299 
29 

(U90439) Cys3His zinc finger protein isolog [Arabidopsis 
thaliana] 



Seq* No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



195825 

20616JL.R1039 

LIB3145-041-Q1-K1-H2 

BLASTX 

g4455199 

548 

4.0e-56 

144 

77 

(AL035440) putative protein [Arabidopsis thaliana] 



195826 

20619_1.R1039 

LIB3147-029-Q1-K1-A8 

BLASTX 

g2213425 

510 

8.0e-97 

208 

46 

(Z97064) hypothetical protein 



[Citrus x paradisi] 



195827 

20630_1.R1039 

LIB3147-039-Q1-K1-C4 

BLASTX 

g4455159 

164 

3.0e-ll 

45 

64 

(AL021687) putative protein [Arabidopsis thaliana] 
195828 

20635_1.R1039 

uC-gsflnu33B037h06bl 

BLASTX 

g4325371 



26375 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406 

2.0e-39 

102 

75 

(AF128396) contains similarity to Medicago truncatula N7 
protein (GB:Y17613) [Arabidopsis thaliana] 

195829 

20645_1.R1039 
g5047975 



195830 

20646JL.R1039 
uC-gsflnu33B015gl2bl 

195831 

20649JL.R1039 

LIB3148-011-Q1-K1-E1 

BLASTX 

g2924512 

302 

2.0e-27 

119 

49 

(AL022023) beta-galactosidase 
thaliana] 

195832 

20654JL.R1039 
LIB3145-042-Q1-K1-D11 



- like protein [Arabidopsis 



195833 

20664_1. R1039 

LIB3145-042-Q1-K1-E1 

BLASTX 

g3876465 

321 

1.0e-29 

79 

77 

(Z81071) predicted using Genefinder; Similarity to Human 
small nuclear ribonucleoprotein E (SW:P08578); cDNA EST 
yk375g7.3 comes from this gene; cDNA EST yk375g7.5 comes 
from this gene; cDNA EST yk435f5.3 comes from this gene; 

195834 

20665JL.R1039 

LIB3272-045-P1-K1-G1 

BLASTX 

gl36251 

1176 

1.0e-129 

288 

81 

TRYPTOPHAN SYNTHASE BETA CHAIN 1 PRECURSOR 
>gi|99767|pir||A31393 tryptophan synthase (EC 4.2.1.20) 
beta chain - Arabidopsis thaliana >gi | 166892 (M23872) 



26376 



tryptophan synthase beta subunit [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195835 

20668J..R1039 

g5049064 

BLASTX 

g728867 

559 

4.0e-57 

282 

45 

ANTER-SPECIFIC PROLINE-RICH PROTEIN APG PRECURSOR 
>gi| 99694 |pir||S21961 proline-rich protein APG - 
Arabidopsis thaliana >gi I 22599 | erab | CAA42925 | (X60377) 
[Arabidopsis thaliana] 



APG 



Seq. No. 
Contig ID 
5 T -most EST 



195836 

20669JL.R1039 
uC-gsronu33B134gllbl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195837 

20677JL.R1039 

LIB3146-012-Q1-K1-G9 

BLASTX 

gl061040 

330 

1.0e-44 

110 

77 

(X89867) sterol-C-methyltransf erase [Arabidopsis thaliana] 
>gi 1 1587694 Iprf | [2207220A sterol C-methyltransf erase 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195838 

20679_1.R1039 

LIB3165-036-P1-K1-G11 

BLASTX 

g3193286 

174 

2.0e-12 

55 
58 

(AF069298) T14P8.22 gene product [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195839 

20681_1.R1039 

LIB3145-042-Q1-K1-F5 

BLASTX 

g4538967 

1116 

1.0e-122 
275 
79 

(AL049488) 
thaliana] 



major intrinsic protein (MIP) -like [Arabidopsis 



Seq. No. 



195840 



26377 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20694J..R1039 

LIB3145-042-Q1-K1-G9 

BLASTX 

gl!70182 

828 

7.0e-89 

221 

73 

TRANSCRIPTION FACTOR HBP-1B >gi | 479793 | pir | | S35439 
transcription factor HBP-lb homolog - Arabidopsis thaliana 
>gi I 217827 |dbj |BAA00933| (D10042) AHBP-lb [Arabidopsis 
thaliana] 



Seq. No. 


195841 


Pnnf i rr T Pi 

L/Oni-iy lu 




o mos l HiOi 


T TR^1 7^6-0^0 — Pi -VI -F4 


Seq. No. 


195842 


uonuig iu 


90700 1 PI O^Q 


o niOo c jiioi 


t TR^I Tft-O^Q-Ol -K1 -Rfi 


Seq. No. 


195843 


Lonng iu 


90701 1 Ri 0^Q 


o mo st Hj o i 


ct^ 04 6^69 


Method 


ESixrt.0 I A 


JNt^bl bx 


rrA 1 £^09^ 
g*i lOJUiJ 




9 R9 


E value 


z • ue t x 


Maucn xengr.n 


114 
XXfi 


^ xa.eiii-.xt-y 


4^ 




fAFfl4"3611} zinc-finaer orotein MCG4 FHomo 




195844 


Contig ID 


20719 1.R1039 


5 1 -most EST 


g5046257 


Seq. No. 


195845 


Contig ID 


20721 1.R1039 


5' -most EST 


LIB3147-038-Q1-K2-B9 


Seq. No. 


195846 


Contig ID 


20725 1.R1039 


5' -most ,EST 


LIB3147-001-Q1-K2-E1 


Method 


BLASTX 


NCBI GI 


g3024017 


BLAST score 


502 


E value 


9.0e-51 


Match length 


99 


% identity 


95 


NCBI Description 


EUKARYOTIC TRANSLATION INITIATION FACTOR 


(EIF-4C) >gi 12565421 (AF026804) eukaryoti 



initiation factor elF-lA [Onobrychis viciifolia] 



Seq. No. 

Contig ID 
5' -most EST 
Method 



195847 

20738_2.R1039 

uC-gsflmaxxa089e02bl 

BLASTX 



26378 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl345965 
375 

4.0e-36 

104 

71 

FLORAL HOMEOTIC PROTEIN FBP2 (FLORAL BINDING PROTEIN 2) 
>gi 1 1181186 (M91666) transcription factor [Petunia hybrida] 

195848 

20741_1.R1039 

uC-gsronu33B147h06bl 

BLASTX 

g2829923 

645 

2.0e-67 

202 

47 

(AC002291) Similar to uridylyl transferases [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195849 

20756JL.R1039 

g5046140 

BLASTX 

gl657617 

607 

5.0e-63 

156 

74 

(U72503) G2p [Arabidopsis thaliana] >gi 13068707 (AF049236) 
putative nuclear DNA-binding protein G2p [Arabidopsis 
thaliana] 



Seq. No. 


195850 


Contig ID 


20759 1.R1039 


5 '-most EST 


LIB3145-043-Q1-K1-F11 


Method 


BLASTX 


NCBI GI 


g2982247 


BLAST score 


302 


E value 


3.0e-27 


Match length 


105 


% identity 


52 


NCBI Description 


(AF051206) probable thioredoxin H 


Seq. No. 


195851 


Contig ID 


20761 1.R1039 


5' -most EST 


LIB3145-043-Q1-K1-F2 


Method 


BLASTX 


NCBI GI 


g4432825 


BLAST score 


829 


E value 


5.0e-89 


Match length 


206 


% identity 


76 


NCBI Description 


(AC006593) putative SOP2p protein 


Seq. No. 


195852 


Contig ID 


20787_1.R1039 



26379 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



uC-gsflmaxxa057f02bl 

BLASTX 

g629602 

537 

6.0e-55 

160 

59 

probable imbibition protein - wild cabbage 

>gi I 488787 | emb i CAA55893 1 (X79330) putative imbibition 

protein [Brassica oleracea] 

195853 

20790_1.R1039 

uC-gs f lmaxxa 0 7 0a 0 3bl 

BLASTX 

g2098705 

256 

7.0e-22 

129 

47 

(U82973) pectinesterase [Citrus sinensis] 
195854 

20792JL.R1039 

g5048583 

BLASTX 

g3063701 

592 

3.0e-61 

145 
79 

(AL022537) putative protein [Arabidopsis thaliana] 
195855 

20796_1.R1039 

LIB3145-044-Q1-K1-B11 

BLASTX 

g4510395 

424 

6.0e-42 

100 

82 

(AC006587) putative beta-galactosidase precursor 
[Arabidopsis thaliana] 

195856 

20797_1.R1039 
uC-gsflnu33B110h09bl 

195857 

20799_1.R1039 

LIB3145-044-Q1-K1-B3 

BLASTX 

g4115377 

656 

1.0e-68 
248 



26380 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50 

(AC005967) 



unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



195858 

20802JL.R1039 

LIB3145-044-Q1-K1-B6 

BLASTX 

g2367392 

295 

2.0e-26 

154 

43 

(U82513) random slug cDNA25 protein [Dictyostelium 
discoideum] 

195859 

20805_1.R1039 

LIB3145-044-Q1-K1-B9 

BLASTX 

g2554835 

617 

2.0e-64 

124 

93 

Chain I, Acetohydroxy Acid Isomeroreductase Complexed With 
Nadph, Magnesium And Inhibitor Ipoha (N-Hydroxy-N- 
Isopropyloxamate) >gi 1 2554836 | pdb 1 1YVE |J Chain J f 
Acetohydroxy Acid Isomeroreductase Complexed With Nadph, 
Magnesium And Inhibitor Ipoha (N-Hydroxy-N- 
Isopropyloxamate) >gi | 2554837 | pdb | 1YVE | K Chain K, 
Acetohydroxy Acid Isomeroreductase Complexed With Nadph, 
Magnesium And Inhibitor Ipoha (N-Hydroxy-N- 
Isopropyloxamate) >gi I 2554838 | pdb 1 1YVE | L Chain L, 
Acetohydroxy Acid Isomeroreductase Complexed With Nadph, 
Magnesium And Inhibitor Ipoha (N-Hydroxy-N- 
Isopropyloxamate ) 

195860 

20807JL.R1039 

LIB3148-012-Q1-K1-H1 

BLASTX 

g3461849 

573 

3.0e-59 

152 

67 

(AC005315) putative cytochrome P450 [Arabidopsis thaliana] 
195861 

20809_1.R1039 

uC-gsronu33B016el2bl 

BLASTX 

g3688177 

642 

4.0e-67 

179 

69 



26381 



NCBI Description 



(AL031804) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195862 

20822JL.R1039 

g5048187 

BLASTX 

g3873678 

200 

4.0e-15 

200 
32 

(Z71178) Similarity with yeast hypothetical protein (Swiss 
prot accession number P40526) [Caenorhabditis elegans] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195863 

20827_1.R1039 

LIB3145-044-Q1-K1-E11 

BLASTX 

g2367392 

417 

1.0e-40 

157 

48 

(U82513) random slug cDNA25 protein [Dictyostelium 
discoideum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195864 

20845_1.R1039 

g5049731 

BLASTX 

g4490331 

569 

2.0e-58 

140 

80 

(AL03565 6) hypothetical protein 



[Arabidopsis thaliana] 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195865 

20848JL.R1039 

uC-gsronu33B046g05bl 

BLASTX 

gl370186 

969 

1.0e-105 

199 

92 

(Z73942) RAB7C [Lotus japonicus] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



195866 

20848_2.R1039 

g5045367 

BLASTX 

gl370186 

980 

1.0e-106 

207 

89 
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NCBI Description (Z73942) RAB7C [Lotus japonicus] 



beC[. NO* 


1 QRRfil 


uonrig xu 


9ns c iQ i pi n^Q 


5 ' -most Ebl 


goU4ots )y*± 


Method 


BLASTX 


NCBI GI 


gl848214 


bLHbi score 


/ DO 


E value 


Z • Uc O ± 


Match length 


iby 


% identity 


o c: 
00 


NCBI Description 


/ V1 1 Ol pi \ nv*a/^4 1 r^H ^ c*n Vi t \ Hoc 
^lliZlU j UlaCll pilUopilvJI. -LJJUt. 




t aba cum] 


beq. No. 




Contig id 


onfi 1 pi n^Q 

ZUob/ l.KlUjy 


5' -most EST 


LIB3145-044-Q1-K1-H8 


Method 


BLASTX 


NCBI GI 


goouoo 40 


BLAST score 


QQ1 

y y l 


E value 


L . ue — luo 


Match length 


n r t\ 

360 


% identity 


bo 


NCBI Description 


(ALUoiyob) putative protein 


Seq. No. 


lyoooy 


Contig ID 


zuoby i.KiUjy 


5 1 -most EST 


uC-gsronu33B040bllbl 


Method 


BLASTX 


NCBI GI 


gJo4JoU / 


BLAST score 


o4o 


E value 


7 . Oe-68 


Match length 


153 


% identity 


A A 

44 


NCBI Description 


(AC005395) unknown protein 


Seq. No. 


i yoo / u 


Contig id 




5 '-most EST 


LIB3145-052-Q1-K1-D2 


Method 


BLASTX 


NCBI GI 


g4loUJUU 


BLAST score 


bUZ 


E value 


2 . Ue-oz 


Match length 


zzo 


% identity 


04 


NCBI Description 


(AJuiioyJ) cycim Do.i pror. 


Seq. No. 


lyoo /i 


Contig ID 


zuoob l.KlUJy 


o — most. Hibi 


T TR^I ~A^ — n A ^— Hi — K1 — 
JjlDOl^tO UftO yl JTVX IjO 


Method 


BLASTN 


NCBI GI 


g4160299 


BLAST score 


42 


E value 


4.0e-14 


Match length 


154 


% identity 


85 


NCBI Description 


Nicotiana tabacum mRNA for 



protein [Nicotiana tabacum] 



26383 



i 





o©C[. IMO • 


1 QRft79 

1 "JO / 




Print" i rr TD 


20890 1.R1039 




0 — IuOST. Had I 


T TR^1 S-OI -Kl -RR 

lilDJil J U *± J Si- 1 - ^\-X -D<-> 




rietnoa 


.DXLTlO i. /V 




NCBI GI 


g2660643 




BLAST score 


141 




Jli Value 


x • u e u u 






1 ^8 

x ^» u 




% identity 


28 




NCBI Description 


(AJ001072 ) galactose-l-phosphate uridylyltransf erase 






rThoTTnr>t*nrfa ma "ri t imal 

|_ JL 1 1C X LVVKJ C \J y CI XL LCI. J_ -J. 1- -LiLLO. J 






X .7 J O 1 O 




UOIlLly xU 


9089^ 1 R1 0^9 




w> llLvJO L i_ikJ i- 


LIB314 8-047-O1-K1-C12 




oeq* wo . 


1 JJO / *± 




Print- 1 rr TO 
^ i i. l. x y x u 


20897 1 R1039 




D IUOS L £jO 1 


blDJl^J U j€ V-L ^ J 




Method 


BLASTX 




NCBI GI 


g4263713 




rJJjfiOl 5CUIC 


1 

j. ?j 




Ei Value 




JlZ 
fH 


i v ia.T-cn xenyt.ii 






% identity 






\TpD T riacoY"! t~\4 — i /*\r% 
iNL/Dl UeSCITip L.-LOI1 


f7\pnn^99^^ hvnnthptiral Drotein TArabidoDsis thaliana 


y = 


C* A XT* 

beg. no. 


1 Q ^ Q7 R 




k^oni-ly xJJ 


90 Q1 7 1 R1 O^Q 


M 

H 


o -most hibi 


UL* gs rxnu j orsi nau ddi 




Method 


OlxH-b 1 A 


M' 


NCBI GI 


g2244898 




BLAST score 


929 


o 


H) vdl Lie 


1 Op-1 00 




rlaLCU xeliyni 


9^0 
J u 


o 


% identity 


78 




NCBI Description 


(Z97338) strong similarity to protein phosphatase 2A 




rpfrnl sfnru nhpsin 74K T At^Vii don^ i <=? thalianal 




C a /t TvTi^ 

oecj . iNo . 


1 £^^87^ 

17JO / O 




oontig iu 


90Q1Q 1 Dl n^Q 

zuyii? i .Kiujy 




c i _Tnr\Qt- FQfp 
O IllUo L HiOl 


T.TR^I^fi-OSft-Pl -Kl -F.8 

IilDJlUU UJO iT X ivX lliU 




Seg. No. 


1 yoo / / 




uoriuiy xu 


90Q1 Q 9 "R1 0^Q 




o -most hoi 


uu gsnmaxxauzoguzDx 




Method 


DXjiiO 1 A 




NCBI GI 


gl531758 




BLAST score 


268 




T** ^rp 1 hp 
j_t v cijl Lie 


3 Oe-23 




Match length 


55 




% identity 


85 




NCBI Description 


(X98772) AUX1 [Arabidopsis thaliana] >gi 1 3335360 (AC0 






unknown protein [Arabidopsis thaliana] 




Seq. No. 


195878 



26384 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20921_1.R3.039 

LIB3189-047-P1-K1-E10 

BLASTX 

g3004550 

234 

3.0e-19 

103 

50 

(AC003673) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195879 

20933_1.R1039 

uC-gsflnu33B113d05bl 

BLASTX 

g3660469 

1142 

1.0e-125 

246 

91 

(AJ001808) succinyl-CoA-ligase beta subunit [Arabidopsis 
thaliana] >gi | 4512693 | gb | AAD21746 . 1 1 (AC006569) 
succinyl-CoA ligase beta subunit [Arabidopsis thaliana] 



Seq. No. 

Contig ID . 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195880 

20937_1.R1039 

uC- g s f lmaxxa 0 5 7 h 0 3b 1 

BLASTN 

g3660468 

191 

1.0e-103 

767 

81 

Arabidopsis thaliana 
subunit 



mRNA for Succinyl-CoA-ligase beta 



Seq. No. 


195881 


Contig ID 


20942 1.R1039 


5' -most EST 


LIB3145-045-Q1-K1-H2 


Method 


BLASTX 


NCBI GI 


g3080427 


BLAST score 


1015 


E value 


1.0e-lll 


Match length 


228 


%. identity 


85 


NCBI Description 


(AL022604) putative protein 


Seq. No. 


195882 


Contig ID 


20947 1.R1039 


5 '-most EST 


LIB3166-008-P1-K1-A12 


Method 


BLASTX 


NCBI GI 


g4572681 


BLAST score 


467 


E value 


2.0e-46 


Match length 


173 


% identity 


51 


NCBI Description 


(AC006954) putative ubiquit 




[Arabidopsis thaliana] 



26385 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195883 

20948JL.R1039 
LIB3145-045-Q1-K1-H9 

195884 

20951_1.R1039 

LIB3145-046-Q1-K1-A11 

BLASTX 

g3281855 

201 

2.0e-15 

129 

37 

(AL031004) hypothetical protein [Arabidopsis thaliana] 
195885 

20957_1.R1039 

LIB3196-032-P1-M1-H10 

BLASTX 

g4220443 

219 

2.0e-17 

177 

34 

(AC006216) Similar to gb 1X74772 SF16 protein from 
Helianthus annuus and contains calmodulin-binding motif 
PF | 00612. [Arabidopsis thaliana] 

195886 

20959JL.R1039 

LIB3146-034-Q1-K1-H12 

BLASTX 

g3334245 

325 

3.0e-30 

74 

84 

LACTO YLGLUT AT HI ONE LYASE (METHYLGLYOXALASE) 
(ALDOKETOMUTASE) (GLYOXALASE I) (GLX I) (KETONE-ALDEHYDE 
MUTASE) (S-D-LACTOYLGLUTATHIONE METHYLGLYOXAL LYASE) 
>gi|2909424|emb|CAA12028| (AJ224520) Glyoxalase I [Cicer 
arietinum] 

195887 

20966J..R1039 

LIB3272-021-P1-K1-F5 

BLASTX 

g3334245 

344 

2.0e-32 

95 

78 

LACTO YLGLUT AT H I ONE LYASE (METHYLGLYOXALASE) 
(ALDOKETOMUTASE) (GLYOXALASE I) (GLX I) (KETONE-ALDEHYDE 
MUTASE) (S-D-LACTOYLGLUTATHIONE METHYLGLYOXAL LYASE) 
>gi|2909424|emb|CAA12028| (AJ224520) Glyoxalase I [Cicer 



26386 



arietinum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195888 

20966_2.R1039 

LIB3166-027-P1-K1-G9 

BLASTX 

g3334245 

798 

3.0e-85 

181 

81 

LACTOYLGLUTATHIONE LYASE (METHYLGLYOXALASE) 
(ALDOKETOMUTASE) (GLYOXALASE I) (GLX I) (KETONE-ALDEHYDE 
MUTASE) (S-D-LACTOYLGLQTATHIONE METHYLGLYOXAL LYASE) 
>gi|2909424|emb|CAA12028| (AJ224520) Glyoxalase I [Cicer 
arietinum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195889 

20966_3.R1039 

uC-gsronu33B138f03bl 

BLASTN 

g2909423 

51 

1.0e-19 

163 
83 

Cicer arietinum mRNA for glyoxalase I 
195890 

20967_1.R1039 

LIB3196-006-P1-M1-F11 

BLASTX 

g2244744 

356 

1.0e-33 

123 

59 

(Y13676) bZIP DNA-binding protein [Antirrhinum majus] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195891 

20970_1.R1039 

LIB3145-046-Q1-K1-C1 

BLASTX 

g507166 

408 

6.0e-40 

143 

57 

(U04819) PITSLRE beta 



1 [Homo sapiens] 



Seq* No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 
E value 



195892 

20972_2.R1039 

uC-gsflnu33B075fl2bl 

BLASTN 

g2351072 

41 

1.0e-13 
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Match length 
% identity 



113 
84 



NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MYC6, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



195893 

20979JL.R1039 
uC-gsronu33B163f09b2 

195894 

20981_2.R1039 

LIB3145-046-Q1-K1-D1 

BLASTX 

g2707336 

748 

1.0e-80 

203 

72 

(AF037442) histone acetyltransf erase [Arabidopsis thaliana] 
195895 

20984_1.R1039 
LIB3147-013-Q1-K1-E3 

195896 

20985_1.R1039 

LIB3147-034-Q1-K1-D6 

BLASTX 

g3834325 

491 

1.0e-51 

144 

69 

(AC005679) Strong similarity to gb|AF067141 gamma-glutamyl 
hydrolase from Arabidopsis thaliana. ESTs gb|R83955, 
gb|T45062, gb|T22220, gb|AA586207, gb|AI099851 and 
gb|AI00672 come from this gene. [Arabidopsis thaliana] 

195897 

20991_1.R1039 
LIB3272-013-P1-K1-G11 

195898 

20992_1.R1039 

uC-gsronu33B077fl0bl 

BLASTX 

g2826882 

431 

1.0e-42 

90 

92 

(AJ223634) transcription factor IIA small subumt 
[Arabidopsis thaliana] 

195899 

20995_1.R1039 
LIB3145-046-Q1-K1-E4 



26388 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4206196 

235 

1.0e-19 

80 
54 

(AF071527) 



hypothetical protein [Arabidopsis thaliana] 



195900 

21001_1.R1039 

LIB3145-056-Q1-K1-A11 

BLASTX 

g3738306 

244 

1.0e-20 

140 
46 

(AC005309) unknown protein [Arabidopsis thaliana] 
195901 

21002_1.R1039 

uC-gs f ImaxxaO 1 lbO 3bl 

BLASTX 

g2244956 

504 

5.0e-51 

178 

55 

(Z97340) strong similarity to pectinesterase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195902 

21011_1.R1039 

uC-gsflnu33B145g04bl 

BLASTX 

g2129622 

565 . 

4.0e-58 

132 

80 

immunophilin FKBP15-1 
( U 5 2 0 4 6 ) immunophi 1 in 



- Arabidopsis thaliana >gi 1 1272406 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 



195903 

21016JL.R1039 

LIB3146-014-Q1-K1-A5 

BLASTX 

g3643608 

713 

4.0e-75 

232 
65 

(AC005395) hypothetical protein [Arabidopsis thaliana] 
195904 

21018JL.R1039 
uC-gsronu33B099h02bl 



26389 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2911071 

287 

1.0e-25 

130 

51 

(AL021960) hypothetical protein [Arabidopsis thaliana] 
195905 

21019JL.R1039 

uC-gsflmaxxaOOlelObl 

BLASTX 

g3184285 

212 

1.0e-16 

56 
62 

(AC004136) hypothetical protein [Arabidopsis thaliana] 
195906 

21029JL.R1039 

LIB3145-046-Q1-K1-H8 

BLASTX 

g2832664 

253 

7.0e-22 

104 

49 

(AL021710) pollen-specific protein - like [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



195907 

21035JL.R1039 
LIB3145-047-Q1-K1-A4 

195908 

21036_1.R1039 

LIB3147-017-Q1-K1-D6 

BLASTX 

g585450 

478 

1.0e-66 

159 

81 

MALATE OXIDOREDUCTASE (NAD), MITOCHONDRIAL 65 KD ISOFORM 
PRECURSOR (MALIC ENZYME) (ME) {NAD- DEPENDENT MALIC ENZYME) 
(NAD-ME) >gi| 1076271|pir| IA49983 malate dehydrogenase 
(decarboxylating) (EC 1.1.1.39) precursor, mitochondrial - 
prince's feather >gi 1437104 (U01162) C4 photosynthetic 
NAD-dependent malic enzyme subunit alpha precursor 
[Amaranthus hypochondriacus] 

195909 

21037_1.R1039 

LIB3149-030-Q1-K1-E12 

BLASTX 

g2833311 



26390 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



261 

2.0e-22 

75 

64 

HYPOTHETICAL 18.9 KD PROTEIN R07E5.13 IN CHROMOSOME III 
>gi| 630728|pir| [S43605 R07E5.13 protein (clone R07E5) - 
Caenorhabditis elegans >gi I 3878946 I emb I CAA83622 I (Z32683) 
R07E5.13 [Caenorhabditis elegans] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195910 

21039J..R1039 

LIB3145-047-Q1-K1-B1 

BLASTX 

g2852684 

153 

1.0e-09 

135 
28 

(AF017751) resistance protein candidate [Lactuca sativa] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195911 

21046_1.R1039 

LIB3146-024-Q1-K1-C6 

BLASTX 

gl22007 

384 

9.0e-37 

99 

78 

HISTONE H2A >gi | 100161 | pir | | S114 98 histone H2A - parsley 
>gi | 20448 i emb | CAA37828 | (X53831) H2A histone protein (AA 1 
- 149) [Petroselinum crispum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195912 

21046_2.R1039 

LIB3146-061-Q1-K1-A1 

BLASTX 

gl22003 

152 

2.0e-22 

68 

87 

HISTONE H2A >gi i 82089 I pir | i JQ1182 histone H2A. 1 



- tomato 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195913 

21047_1.R1039 

g5048458 

BLASTX 

g2632254 

1185 

1.0e-130 

287 
77 

(Y124 65) serine/threonine kinase 



[Sorghum bicolor] 



Seq. No. 
Contig ID 



195914 

21067 1.R1039 



26391 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-020-P1-K1-C10 

BLASTX 

g2914706 

715 

2.0e-75 

238 

56 

(AC003974) putative homeobox protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



195915 

21071_1.R1039 
LIB3145-047-Q1-K1-D9 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195916 

21078JL.R1039 

g5048977 

BLASTX 

g2160182 

550 

1.0e-60 

173 

68 

(AC000132) ESTs gb | ATTS1236, gb | T43334, gb | N97019, gb I AA395203 
come from this gene. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195917 

21085__1.R1039 

LIB3189-015-P1-K1-D10 

BLASTX 

g2245021 

544 

6.0e-61 

188 
64 

(Z97341) heat shock protein 110 homolog [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



195918 

21087_1.R1039 
LIB3148-012-Q1-K1-D11 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195919 

21093JL.R1039 

uC-gsflnu33B074e06bl 

BLASTX 

g2708743 

173 

3.0e-12 

147 

28 

(AC003952) putative Tal-l-like reverse transcriptase 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



195920 

21095_1.R1039 

LIB3147-015-Q1-K1-G8 

BLASTX 



26392 



NCBI GI 


g3953471 




BLAST score 


1355 




TP Tial no 


1 Oe-150 






313 




% identity 


81 


thaliana] 


NCBI Description 


(AC002328) F2202.16 [Arabidopsis 


oeq* 1NU • 


195921 




f~*r^n+- -t rr T Pi 

L-OnuXy XU 


91098 1 R1039 




3 ""luOSu iDl 


iip-rrq f lnu33B001a06bl 






195922 




vOIll-ly XU 


21101 1 R1039 




R'-mosf F.ST 


LIB3145-047-Q1-K1-H11 




ixieT.no a 


RT.ASTN 




NCBI GI 


g2924257 




BLAST score 


33 




TP 1T3 lllO 

J1j value 


6 Oe-09 




fj[ *a 4- /-« V"i 1 onrfl" Vi 
fiaLGU xeny LI1 


73 




% identity 


95 




NCBI Description 


Tobacco chloroplast genome DNA 




oeq * inu • 


195923 




oonrig xu 


91111 1 R1 039 




D IaOSu HjoI 


T TR^I 4*^-04 R-01-K1-A7 




oeq» wo . 






conuxg xu 


91 1 1 ^ 1 R1 039 




O ItlO ST. DOi 


T,TR3lJ5-048-01-Kl-A2 




Method 


oXxrt.0 1 A 




NCBI GI 


g3242077 




BLAST score 


516 




hi vaiue 


2.0e-52 




i v ia.uon xtriiyni 


122 




% identity 


79 




NCBI Description 


(AJ003119) protein phosphatase 2C [Arabxdops 


Seq. No. 


195925 




Loncxg xu 


21116 1.R1039 






LIB3145-048-Q1-K1-A6 




O j-i lit A 

beq. 1NO . 


195926 




uonrxg xu 


21120 1.R1039 




R T _„ r . c; 4- porn 


LIB3146-056-Q1-K1-C11 




Method 


BLASTX 




NCBI GI 


g4126471 




BLAST score 


268 




TP TT — 1 1 1 T 


2.0e-23 




Match length 


105 




^ laennxry 


51 


norvegicus] 


iNLrsx uescrxpnon 


(AB014722) rSALT-l(806) [Rattus 


Seq. No. 


195927 




Contig ID 


21123 1.R1039 




S'-most EST 


LIB3148-008-Q1-K1-E5 




Method 


BLASTX 




NCBI GI 


g533692 





26393 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 



210 

1.0e-16 

72 
62 

(U12150) protease inhibitor [Glycine max] 
195928 

21124_1.R1039 
LIB3197-012-P1-M1-C12 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195929 

21129_1.R1039 

LIB314 6-022-Q1-K1-B1 

BLASTX 

g3421384 

331 

8.0e-40 

129 

65 

(AF081067) IAA-Ala hydrolase; 
[Arabidopsis thaliana] 



lAA-amino acid hydrolase 



195930 

21132JL.R1039 

LIB3165-020-P1-K1-A2 

BLASTN 

g2696018 

40 

4.0e-13 

80 
94 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MXC9, complete sequence [Arabidopsis thaliana] 

195931 

21135_1.R1039 

LIB3165-021-P1-K1-H2 

BLASTX 

g3757524 

463 

6.0e-46 

289 
38 

(AC005167) tetracycline transporter-like protein 
[Arabidopsis thaliana] 

195932 

21144J..R1039 

LIB3145-048-Q1-K1-D5 

BLASTX 

gl223922 

502 

9.0e-51 

117 
74 

(U49445) Vigna radiata vicilin peptidohydrolase [Vigna 
radiata] 



26394 



# 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195933 

21145_1.R1039 

uC-gsronu33B153g03b2 

BLASTX 

g2827715 

785 

4.0e-84 

152 

95 

(AL021684) receptor protein kinase - like protein 
[Arabidopsis thaliana] 

195934 

21151_1.R1039 

LIB3148-030-Q1-K1-E8 

BLASTX 

g2760830 

1223 

1.0e-135 

256 
88 

(AC003105) putative beta-ketoacyl-CoA synthase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195935 

21156JL.R1039 

uC-gsronu33B107d03bl 

BLASTX 

g4376203 

574 

8.0e-59 

303 

41 

(U35226) putative cytochrome P-450 [Nicotiana 
plumbaginifolia] 

195936 

21158_1.R1039 

LIB3189-041-P1-K1-F7 

BLASTX 

g3123161 

130 

6.0e-10 

93 
25 

HYPOTHETICAL 77.0 KD TRP-ASP REPEATS CONTAINING PROTEIN 
F35G12.4 IN CHROMOSOME III >gi I 3876723 | emb | CAA8 6335 | 
(Z4 6242) similar to beta-transducin; cDNA EST EMBL:Z14703 
comes from this gene; cDNA EST EMBL:D67532 comes from this 
gene; cDNA EST EMBL:D69055 comes from this gene; cDNA EST 
EMBL:D64515 comes from this gene; cDNA EST EMBL: D655 



Seq. No. 
Contig ID 
5* -most EST 
Method 



195937 

21158_2.R1039 

g3326551 

BLASTX 



26395 



1 



NCBI GI gl091678 

BLAST score 232 

E value 5.0e-19 

Match length 83 

% identity 54 

NCBI Description activator-like transposable element [Penmsetum glaucumj 

Seq. No, 195938 

Contig ID 21179J..R1039 

5' -most EST LIB3145-048-Q1-K1-H2 

Method BLASTX 

NCBI GI g2244865 

BLAST score 569 

E value 3.0e-58 

Match length 365 

% identity 43 

NCBI Description (Z97337) hypothetical protein [Arabidopsis thalxana] 
195939 

21193_1.R1039 
LIB3146-055-Q1-K1-E8 
BLASTX 
g4490937 
255 

9.0e-22 
155 
33 

(AJ132261) hypothetical helicase K12H4.8-like protein [Homo 
sapiens] 

Seq. No. 195940 

Contig ID 21196_1 .R1039 

5" -most EST LIB3146-025-Q1-K1-D12 

Method BLASTN 

NCBI GI g439521 

BLAST score 54 

E value 4.0e-21 

Match length 160 

% identity 88 

NCBI Description M.musculus mRNA for ribosomal protein S3 

Seq. No. 195941 

Contig ID 21216_1 . R1039 

5' -most EST LIB3145-049-Q1-K1-D10 

Method BLASTX 

NCBI GI g4454033 

BLAST score 485 

E value 6.0e-49 

Match length 116 

% identity 76 

NCBI Description (AL035394) putative potassium transport protein 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 195942 

Contig ID 21232_1 . R1039 

5 '-most EST LIB3145-049-Q1-K1-E9 

Method BLASTX 



26396 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 



g2460200 
321 

1.0e-29 

102 
62 

(AF020833) eukaryotic translation initiation factor 3 
subunit [Homo sapiens] 

195943 

21238JL.R1039 
LIB3165-016-P1-K1-H4 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%" identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4 [Lycopersicon esculentum] 



195944 

21248_1.R1039 
LIB3145-049-Q1-K1-H2 
BLASTX 
g2459815 
181 

2.0e-13 
81 
43 

( AFO 01002) polygalacturonase 
195945 

21261_1.R1039 
§5045086 

195946 

21264_1.R1039 

g5044651 

BLASTX 

g2225877 

750 

9.0e-80 

228 

66 

(AB002406) TIP49 [Rattus norvegicus] >gi 14106528 (AF100694) 
Pontin52 [Mus mus cuius] >gi I 4521276 | dbj | BAA7 6313 . 1 1 
(AB001581) DNA helicase p50 [Rattus norvegicus] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



195947 

21272_1.R1039 
LIB3145-050-Q1-K1-B8 

195948 

21274_1.R1039 

LIB3145-050-Q1-K1-C1 

BLASTX 

g533692 

179 

5.0e-13 

59 

58 

(U12150) protease inhibitor [Glycine max] 
195949 

21290 1.R1039 



26397 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3145-050-Q1-K1-D8 

BLASTX 

gl778093 

573 

3.0e-59 

133 

83 

(U64902) putative sugar transporter; member of major 
facilitative super family; integral membrane protein [Beta 
vulgaris] 



Seq. No. 
Contig ID 
5 '-most EST 



195950 

21292_1.R1039 
LIB3145-050-Q1-K1-E1 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195951 

21292_3.R1039 

g5045566 

BLASTX 

gll69870 

297 

1.0e-26 

155 
39 

GCD14 PROTEIN >gi | 1077833 | pir | | S56906 GCD14 protein - yeast 
(Saccharomyces cerevisiae) >gi | 1004315 | emb | CAA90863 | 
(Z54149) GCD14 [Saccharomyces cerevisiae] 
>gi|1008322|emb|CAA89420| (Z49400) ORF YJL125c 
[Saccharomyces cerevisiae] 



Seq. No. 


195952 


Contig ID 


21313 1.R1039 


5 T -most EST 


uC-gsronu33B100g09bl 


Method 


BLASTX 


NCBI GI 


g2505940 


BLAST score 


714 


E value 


5.0e-83 


Match length 


207 


% identity 


79 


NCBI Description 


(Y13071) 26S proteasome, non- 


Seq. No. 


195953 


Contig ID 


21321 1.R1039 


5 '-most EST 


LIB3166-030-P1-K1-D2 


Seq. No. 


195954 


Contig ID 


21323 1.R1039 


5 '-most EST 


LIB3165-034-P1-K1-C2 


Method 


BLASTX 


NCBI GI 


g416922 


BLAST score 


578 


E value 


2.0e-59 


Match length 


159 


% identity 


72 


NCBI Description 


DEOXYURIDINE 5 1 -TRIPHOSPHATE 



non-ATPase subunit [Mus musculus] 



:leotidohydrolase (dutpase) 

(DUTP PYROPHOSPHATASE) (P18) >gi I 282947 | pir | | JQ1599 dUTP 
pyrophosphatase (EC 3.6.1.23) - tomato 



26398 



>gi|251897|bbs|109276 (S40549) deoxyuridine triphosphatase, 
dUTPase, P18 {EC 3.6.1.23} [tomatoes, Tint Tim cultivar 
LA154, Peptide, 169 aa] [Lycopersicon esculentum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



195955 

21324_1.R1039 

g5050218 

BLASTN 

g251896 

43 

1.0e-14 

299 
79 

deoxyuridine triphosphatase [tomatoes, Tiny Tim cultivar 
LA154, mRNA, 764 nt] 

195956 

21329JL.R1039 
LIB3166-005-P1-K1-F3 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



195957 

21343__1.R1039 

uC-gsflnu33B146h01bl 

BLASTX 

g3522938 

550 

3.0e-56 

209 

57 

(AC004411) unknown protein [Arabidopsis thaliana] 
195958 

21354_1.R1039 
LIB3149-039-Q1-K1-D6 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



195959 

21367JL.R1039 

LIB3145-051-Q1-K1-E5 

BLASTX 

g3757521 

532 

9.0e-70 

313 

45 

(AC005167) unknown protein [Arabidopsis thaliana] 
195960 

21368_1.R1039 
g5046900 

195961 

21387_1.R1039 

g3325645 

BLASTN 

g2281081 

40 

6.0e-13 



26399 



CI 



Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



52 
94 

Arabidopsis thaliana chromosome II BAC F18019 ^ genomxc 
sequence, complete sequence [Arabidopsis thaliana] 

195962 

21397_1.R1039 

g3326200 

BLASTX 

g4508069 

296 

2.0e-26 

85 
56 

(AC005882) 12246 



[Arabidopsis thaliana] 



[Nicotiana tabacum] 



195963 

21402_1.R1039 

LIB3145-052-Q1-K1-C2 

BLASTX 

g2281330 

492 

9.0e-50 

142 

65 

(U85646) putative pectate lyase Nt59 
195964 

21410_1.R1039 
LIB3197-039-Q1-M1-C4 



195965 

21411_1.R1039 

LIB3145-052-Q1-K1-B11 

BLASTX 

g3688600 

492 

1.0e-49 

125 

71 

(AB009030) beta-Amyrin Synthase [Panax ginseng] 
195966 

21412_1.R1039 

LIB3145-056-Q1-K1-A9 

BLASTX 

g346685 

470 

5.0e-47 

121 

69 

developmentally-regulated GTP-binding protein - 
195967 

21413_1.R1039 
LIB3145-052-Q1-K1-B2 



mouse 



26400 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 



195968 

21415_1.R1039 

g3325853 

BLASTX 

g2827715 

1046 

1.0e-114 

231 
87 

(AL021684) receptor protein kinase - like protein 
[Arabidopsis thaliana] 

195969 

21418JL.R1039 

uC-gsronu33B108h06bl 

BLASTN 

g2827698 

64 

3.0e-27 

328 
80 

Arabidopsis thaliana DNA chromosome 5, BAC clone F6H11 
(ESSAII project) 

195970 

21421JL.R1039 

LIB3145-052-Q1-K1-C1 

BLASTX 

gl22087 

589 

7.0e-61 

136 
88 

HISTONE H3 >gi | 81849 |pir | | S04520 histone H3 (clone pH3c-l) 
- alfalfa >gi I 82609 1 pir | 1A26014 histone H3 - wheat 
>gi|19607|emb|CAA31964| (X13673) histone H3 (AA 1-136) 

[Medicago sativa] >gi | 19609 | emb | CAA31 965 | (X13674) histone 
H3 (AA 1-136) [Medicago sativa] >gi | 21797 | emb | CAA25451 1 

(X00937) H3 histone [Triticum aestivum] >gi 1488565 (U09459) 
histone H3.1 [Medicago sativa] >gi 12565419 (AF026803) 
histone H3 [Onobrychis viciifolia] 

195971 

21426JL.R103-9 

LIB3145-052-Q1-K1-C3 

BLASTN 

g387566 

105 

1.0e-51 

377 

82 

A. thaliana histone H3 gene, complete cds 
195972 

21427JL.R1039 

LIB3145-052-Q1-K1-C4 

BLASTX 



26401 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2979552 
1088 

1.0e-119 

302 
70 

(AC003680) unknown protein [Arabidopsis thaliana] 

195973 , 

21428_1.R1039 

LIB3145-052-Q1-K1-C6 

BLASTX 

gl709535 

617 

4.0e-64 

167 

70 

DELTA l-PYRROLINE-5-CARBOXYLATE SYNTHETASE B (P5CS B) 
[CONTAINS: GLUTAMATE 5-KINASE (GAMMA- GLUTAMYL KINASE) (GK) ; 
GAMMA- GLUTAMYL PHOSPHATE REDUCTASE (GPR) 
( GLUTAMATE - 5 -SEMI ALDEHYDE DEHYDROGENASE) 
(GLUTAMYL- GAMMA- S EMI ALDE . . . >gi | 887388 | emb | CAA60447 | 
(X86778) pyrroline-5-carboxylate synthetase B [Arabidopsis 
thaliana] >gi | 1669658 | emb | CAA70527 | (Y09355) 
pyrroline-5-carboxlyate synthetase [Arabidopsis thaliana] 



Seq. No. 


195974 


Contig ID 


21429 1.R1039 


5' -most EST 


LIB3272-047-P1-K1-G5 


Seq. No. 


195975 


Contig ID 


21430 1.R1039 


5' -mo st EST 


LIB3166-024-P1-K1-G8 


Method 


BLASTX 


NCBI GI 


g3650030 


BLAST score 


248 


E value 


5.0e-21 


Match length 


79 


% identity 


57 


NCBI Description 


(AC005396) unknown prote 


Seq. No. 


195976 


Contig ID 


21432 1.R1039 


5' -most EST 


g5046339 


Method 


BLASTX 


NCBI GI 


gl350548 


BLAST score 


303 


E value 


3.0e-27 


Match length 


95 


% identity 


58 


NCBI Description 


(L47609) heat shock-like 


Seq. No. 


195977 


Contig ID 


21437 1.R1039 


5' -most EST 


uC-gsflmaxxa089d09bl 


Method 


BLASTX 


NCBI GI 


g3309243 


BLAST score 


1111 



26402 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-122 

262 

85 

(AF073507) aconitase-iron regulated protein 1 
limon] 



195978 

21438_1.R1039 

g5048140 

BLASTX 

gl888557 

723 

1.0e-76 

160 
78 

(U89841) diadenosine 5 f ,5 f,f - 
[Lupinus angustifolius] 



[Citrus 



■Pi, P4-tetraphosphate hydrolase 



-PI, P4-tetraphosphate hydrolase 



195979 

21438_3.R1039 

LIB3149-030-Q1-K1-A12 

BLASTX 

gl888557 

545 

5.0e-56 

124 

78 

(U89841) diadenosine 5 ? ,5"'- 
[Lupinus angustifolius] 

195980 

21442J..R1039 
uC-gsronu33B154f02b2 



195981 

21453JL.R1039 

LIB3166-015-P1-K1-E1 

BLASTX 

g3286691 

370 

4,0e-35 

103 

70 

(AJ007450) auxilin-like protein [Arabidopsis thaliana] 
195982 

21453_2.R1039 

LIB3146-010-Q1-K1-D7 

BLASTX 

g3286691 

294 

2.0e-26 

124 

72 

(AJ007450) auxilin-like protein [Arabidopsis thaliana] 



Seq. No. 



195983 



26403 



Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No, 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21453_3.R1039 
LIB3166-029-P1-K1-G7 

BLASTX 
g4006911 
302 

2.0e-28 
71 

(Z99708) trichohyalin like protein [Arabidopsis thaliana] 
195984 

21455JL.R1039 
LIB3145-052-Q1-K1-F9 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



195985 

21457JL. R1039 
uC-gsronu33B138b04bl 

195986 

21470JL.R1039 
LIB3272-054-P1-K1-B11 

195987 

21475JL.R1039 
LIB3146-051-Q1-K1-G11 

195988 

21484JL.R1039 
LIB3145-053-Q1-K1-A6 

BLASTX 

g4325371 

271 

1.0e-23 
151 

4 (Ll28396) contains similarity to Medicago truncatula N7 
protein (GB:Y17613) [Arabidopsis thaliana] 

195989 

21491JL.R1039 
LIB3145-053-Q1-K1-B2 

BLASTX 

g4567210 

520 

9.0e-53 
109 
8 8 

(AC007168) unknown protein [Arabidopsis thaliana] 
195990 

21493_2.R1039 
uC-gsflmaxxa097b07bl 

BLASTX 
gl!68529 
175 

2.0e-21 
69 



26404 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



83 . 

SERINE/THREONINE-PROTEIN KINASE ASK1 >gi | 541890 | pir | | S36944 
probable serine/threonine-specif ic protein kinase (EC 
2.7.1.-) (clone ASK1) - Arabidopsis thaliana >gi 1 166882 
(M91548) serine/threonine kinase [Arabidopsis thaliana] 
>gi 1 1931648 (U95973) Ser/Thr kinase [Arabidopsis thaliana] 

195991 

21499__1.R1039 

LIB3145-053-Q1-K1-C11 

BLASTX 

g3287881 

276 

3.0e-24 

154 

41 

NADH-UBIQUINONE OXIDOREDUCTASE 18 KD SUBUNIT PRECURSOR 
{ COMPLEX 1-18 KD) (CI-18 KD) (COMPLEX I-AQDQ) (CI-AQDQ) 
>gi 12655053 (AF020351) NADH : ubiquinone oxidoreductase 18 
kDa IP subunit [Homo sapiens] 

>gi| 4505369 | ref | NP_002486. 1 | pNDUFS4 | NADH dehydrogenase 
(ubiquinone) Fe-S protein 4 (18kD) (NADH -co enzyme Q 
reductase) 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195992 

21501_1.R1039 

LIB3145-053-Q1-K1-D3 

BLASTX 

g2281334 

803 

7.0e-86 

255 
60 

(U83619) putative pectate lyase 
195993 

21503_1.R1039 

uC-gsronu33B129gllbl 

BLASTX 

g3287695 

555 

7.0e-57 

161 

64 

(AC003979) 
gb | 1729503 
thaliana] 



[Arabidopsis thaliana] 



Similar to hypothetical protein C34B7.2 
from C. elegans cosmid gb|Z83220. [Arabidopsis 



Seq. No. 
Contig ID 
5' -most EST 



195994 

21505JL.R1039 
LIB3272-055-P1-K1-E4 



Seq. No. 
Contig ID 
5 r -most EST 



195995 

21510JL.R1039 
LIB3146-011-Q1-K1-D4 



Seq. No. 



195996 



26405 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21515J..R1039 

LIB3145-053-Q1-K1-D7 

BLASTX 

g4558591 

531 

4.0e-54 

135 

76 

(AC006555) 
thaliana] 



putative beta-1, 3-glucanase [Arabidopsis 



195997 

21516JL.R1039 

g5046919 

BLASTX 

g2583081 

287 

2.0e-25 

140 

45 

(AF026977) microsomal glutathione S-transf erase 3 [Homo 
sapiens] 



195998 

21517_1.R1039 

LIB3165-002-Q1-K1-H7 

BLASTX 

g4490321 

460 

5,0e-46 

105 

85 

(AJ011604) nitrate transporter 



[Arabidopsis thaliana] 



195999 

21523JL.R1039 

LIB3145-053-Q1-K1-E3 

BLASTX 

g2736387 

199 

3.0e-15 

160 

34 

(AF039041) No definition line found [Caenorhabditis 
elegans] 

196000 

21528_1.R1039 

LIB3147-001-Q1-K2-C7 

BLASTN 

g2828187 

36 

1.0e-10 

44 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC 
K21C13, complete sequence [Arabidopsis thaliana] 



clone 



26406 





1 96001 


Contig ID 


21536 1.R1039 


5' -most EST 


LIB3145-053-Q1-K1-F6 


Seq. No, 


196002 


Contig ID 


21537 1.R1039 


5' -most EST 


LIB3146-008-Q1-K1-H5 


Seq. No. 


196003 


Contig ID 


21539 1.R1039 


5 '-most EST 


uC-gsronu33B153f03b2 




RT.A^TX 


NCBI GI 


g3461848 


BLAST score 


1368 


E value 


1.0e-152 


Match length 


306 


% identity 


86 


NCBI Description 


(AC005315) putative ATPase 


Seq. No. 


196004 


Contig ID 


21541 1.R1039 


5' -most EST 


g3326575 


lit! 1— J,i<_>v_l 




NCBI GI 


g4262174 


BLAST score 


312 


E value 


3.0e-28 


Match length 


73 


% identity 


78 


NCBI Description 


(AC005508) 9058 [Arabidops 


Seq. No. 


196005 


Contig ID 


21557 1.R1039 


5 '-most EST 


uC-gsronu33B166c04b2 


Method 


BLASTX 


NCBI GI 


gl708425 


BLAST score 


359 


ej vdiue 




Match length 


185 


% identity 


43 


NCBI Description 


ISOFLAVONE REDUCTASE (IFR) 




nvTnriDirnnr ,r P7\ qtt \ srti' i qqq7c i 

uaiuukjiiIJUUI a.o£j j >gijyyo/oi 




reductase (EC 1.3.1.45) - 




(X60755) NADPHrisoflavone 


Seq. No. 


196006 


Contig ID 


21562 1.R1039 


5' -most EST 


LIB3145-054-Q1-K1-A10 


Seq. No. 


196007 


Contig ID 


21573 1.R1039 


5' -most EST 


LIB3166-049-P1-K1-C6 


Method 


BLASTX 


NCBI GI 


g4102600 


BLAST score 


715 


E value 


2.0e-75 


Match length 


188 



(NADPH : ISOFLAVONE 



[Cicer arietinum] 



26407 



% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AF013467) ARF6 [Arafaidopsis thaliana] 
196008 

21577JL.R1039 
LIB3165-056-P1-K1-F10 

196009 

21585JL.R1039 
LIB3149-028-Q1-K1-G2 

196010 

21588JL.R1039 

LIB3148-058-Q1-K1-B10 

BLASTX 

g4049401 

205 

4.0e-16 

60 
63 

(AJ131580) 
thaliana] 



glutathione transferase AtGST 10 [Arabidopsis 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

I identity 

NCBI Description 



Seq. No. 

Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



196011 

21596JL.R1039 

LIB3145-054-Q1-K1-D6 

BLASTX 

g3608127 

351 

3.0e-33 

70 

80 

(AC005314) unknown protein [Arabidopsis thaliana] 
196012 

21598 JL.R1039 

uC- gs f Imaxxa 0 4 6 gO 7b 1 

BLASTX 

g24 98732 

562 

1.0e-57 

247 
61 

PROBABLE NADP-DEPENDENT OXIDOREDUCTASE P2 
>gi|1362014|pir| IS57612 zeta-crystallin homolog - 
Arabidopsis thaliana >gi | 886430 | emb | CAA89262 | (Z49268) 
zeta-crystallin homologue [Arabidopsis thaliana] 

196013 

21601J..R1039 

LIB3149-027-Q1-K1-D4 

BLASTX 

g4559388 

321 

1.0e-29 

90 

58 



.26408 



NCBI Description (AC006526) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 


196014 


Contig ID 


21604 1.R1039 


5 1 -most EST 


LIB3145-054-Q1-K1-E4 




iJ-Lirt-O 1 A. 


NCBI GI 


g3334259 


BLAST score 


331 


E value 


6.0e-31 


Match length 


67 


% identity 


90 


NCBI Description 


WD-40 REPEAT PROTEIN MSI4 >gi 12599092 (AF028711 




repeat protein MSI4 [Arabidopsis thaliana] 


Seq. No. 


196015 


Contig ID 


21607JLR1039 


«J lLl\J i-l L. £ju J- 




Method 


BLASTX 


NCBI GI 


gl619300 


BLAST score 


567 


Hi VdlUC 


J»UC -JO 


Match length 


159 


% identity 


65 


NCBI Description 


(X95269) LRR protein [Lycopersicon esculentum] 


Seq. No. 


196016 


Contig ID 


21609 1.R1039 


5' -most EST 


uC-gsronu33B150e04bl 


Seq. No. 


196017 


Contig ID 


21610 1.R1039 


5 '-most EST 


LIB3148-029-Q1-K1-E8 


Seq. No. 


196018 


Contig ID 


21615 1.R1039 


5' -most EST 


LIB3166-050-P1-K1-E8 


Seq. No. 


196019 


Contig ID 


21616 1.R1039 


5 T -most EST 


LIB3149-044-Q1-K1-H7 




DJUrio 1 A 


NCBI GI 


g2961358 


BLAST score 


617 


E value 


3.0e-64 


i y jaxcn j_engr.n 


lo / 


% identity 


87 


NCBI Description 


(AL022140) serine/threonine protein kinase like 




[Arabidopsis thaliana] 


Seq. No. 


196020 


Contig ID 


21620 1.R1039 


5' -most EST 


uC-gs r onu3 3B129b07bl 


Seq. No. 


196021 


Contig ID 


21623 1.R1039 


5' -most EST 


LIB3197-035-Q1-M1-D4 


Method 


BLASTX 



26409 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Contig ID 
5' -most EST 



# 



g4454051 
1390 

1.0e-154 

321 
78 

(AL035394) putative polygalacturonase [Arabidopsis 
thaliana] 

196022 

21635JL.R1039 
LIB3145-055-Q1-K1-A3 



Seq. No* 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196023 

21638_1.R1039 

LIB3146-024-Q1-K1-C10 

BLASTX 

g2673917 

1016 

l.Oe-111 

248 
50 

(AC002561) 
thaliana] 



putative ATP-dependent RNA helicase [Arabidopsis 



Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196024 

21640JL.R1039 

uC-gsflnu33B142el0bl 

BLASTX 

g4572679 

458 

1.0e-45 

121 

71 

(AC006954) RSZp22 splicing factor; contains RNA recognition 
motif [Arabidopsis thaliana] 

196025 

21640_2.R1039 

uC-gsronu33B178d08bl 

BLASTX 

g3281869 

444 

7.0e-44 

179 

55 

(AL031004) RSZp22 splicing factor [Arabidopsis thaliana] 
>gi | 3435094 (AF033586) 9G8-like SR protein [Arabidopsis 
thaliana] 



Seq. No, 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



196026 

21642JL.R1039 

LIB3148-056-Q1-K1-F4 

BLASTX 

g480450 

820 

4.0e-88 
187 



26410 




% identity 84 

NCBI Description ' ketol-acid reductoisomerase (EC 1.1.1.86) - Arabidopsis 
thaliana >gi | 402552 | emb | CAA4 9506 | (X69880) ketol-acid 
reductoisomerase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



196027 

21647JL.R1039 
uC-gsflnu33B046a01bl 

196028 

21647_2.R1039 
uC-gsflmaxxa026b04bl 

196029 

21665JL.R1039 
LIB3145-055-Q1-K1-D2 



Seq. No. 


196030 


Contig ID 


21678 1.R1039 


5' -most EST 


g5048883 


Method 


BLASTX 


NCBI GI " 


g4467128 


BLAST score 


438 


E value 


3.0e-43 


Match length 


146 


% identity 


55 


NCBI Description 


(AL035538) putative protein [Arabidopsis thaliana] 


Seq. No. 


196031 


Contig ID 


21684 1.R1039 


5' -most EST 


g3326298 


Method 


BLASTX 


NCBI GI 


g2702269 


BLAST score 


230 


E value 


1.0e-18 


Match length 


142 


% identity 


42 


NCBI Description 


(AC003033) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


196032 


Contig ID 


21689 1.R1039 


5' -most EST 


LIB3145-055-Q1-K1-G10 


Method 


BLASTX 


NCBI GI 


g3552013 


BLAST score 


207 


E value 


2.0e-16 


Match length 


71 


% identity 


65 


NCBI Description 


(AF086759) proline-rich protein precursor [Glycine max 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



196033 

21697JL.R1039 

LIB3145-055-Q1-K1-H11 

BLASTX 

g3757520 

205 

5.0e-16 



26411 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



65 
65 

(AC005167) unknown protein [Arabidopsis thaliana] 
196034 

21700JUR1039 
LIB3145-055-Q1-K1-H4 
BLASTX • 
■g53325'6 
371 

l.Ge-35 

125 
58 

(L27101) pectinesterase [Petunia inflata] 
196035 

21709_1.R1039 
LIB3145-056-Q1-K1-A2 



196036 

21710_l.R103a- 

LIB3145-056-Q1-K1-A4 

BLASTX 

g3860797 

303 

3.0e-27 

148 

44 

(AJ235271) 30S RIBOSOMAL PROTEIN S9 
prowazekii] 



(rpsl) [Rickettsia 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 



196037 

21727_1.R1039 

uC-gs f lnu3 3B0 1 5bl Obi 

BLASTX 

g266346 

1484 

1.0e-165 

326 

87 

KETOL-ACID REDUCTOISOMERASE PRECURSOR (ACETOHYDROXY-ACID 
RE DUCT 0 1 S OMERAS E ) (ALPHA-KETO-BETA-HYDROXYLACIL 
REDUCTOISOMERASE) ' >gi | 81509 | pir 1 IS17180 ketol-acid 
reductoisomerase (EC 1.1.1.8 6) precursor - spinach 
>gi|21234 | emb | CAA40356 | (X57073) ketol-acid 
reductoisomerase [Spinacia oleracea] 

196038 

21731JL.R1039 
uC-gsflnu33B130fllbl 

196039 

21733_1.R1039 
LIB3145-056-Q1-K1-C3 



196040 
21736 1, 



R1039 



26412 



5 '-most EST 


LIB3145-056-Q1-K1-C6 


Method 


BLASTX 


NCBI GI 


g3559816 


BLAST score 


242 


E value 


2.0e-20 


Match length 


63 


9: i ripnt i t* v 


73 


NCBI Description 


(Y15782) transketolase 2 [Capsicum annuum] 


Seq. No. 


196041 


Contig ID 


21737 1.R1039 


5' -most EST 


LIB3145-056-Q1-K1-C7 


Seq. No. 


196042 


Contig ID 


21749 1.R1039 


5 '-most EST 


LIB3145-056-Q1-K1-D8 


Method 


BLASTX 


NCBI GI 


g2982251 


BLAST score 


290 


E value 


7.0e-26 


Match length 


76 


% identity 


71 


NCBI Description 


(AF051208) putative RNA-binding protein [P 


Seq. No. 


196043 


Contig ID 


21753 1.R1039 


5 T -most EST 


LIB3145-056-Q1-K1-E11 


Method 


BLASTX 


NCBI GI 


a2245394 


BLAST score 


291 


E value 


3.0e-26 


Match length 


146 


% identity 


45 


NCBI Description 


(U89771) ARFl-binding protein [Arabidopsis 


Seq. No, 


196044 


Contig ID 


21768 1.R1039 


5' -most EST 


LIB3147-018-Q1-K1-A9 


Method 


BLASTN 


NCBI GI 




BLAST score 


36 


E value 


2.0e-10 


Match .length 


37 


% identity 


61 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


196045 


Contig ID 


21777 1.R1039 


5' -most EST 


LIB3145-056-Q1-K1-H12 


Method 


BLASTX 


NCBI GI 


gl352316 


BLAST score 


340 


E value 


2.0e-32 


Match length 


82 


% identity 


77 


NCBI Description 


DR1 PROTEIN HOMOLOG >gi | 633026 | dbj | BAA0728 



(D38110) Drl 



[Arabidopsis thaliana] 



26413 



Seq> No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



196046 

21778_1.R1039 

LIB3197-054-Q1-M1-E9 

BLASTX 

g3549681 

1066 

1.0e-116 

345 
59 

(AL031394) 
thaliana] 



male sterility 2-like protein [Arabidopsis 



196047 

21783_1.R1039 

LIB3145-056-Q1-K1-H8 

BLASTX 

g4105097 

683 

5.0e-72 

168 

77 

(AF043255) MADS box protein 26 [Cucumis sativus] 
196048 

21793JL.R1039 
uC-gsronu33B178h03bl 

196049 

21798_1.R1039 
LIB3145-057-Q1-K1-B2 

196050 

21804JL.R1039 

LIB3145-057-Q1-K1-B9 

BLASTX 

g!33085 

183 

1.0e-13 

110 

45 

50S RIBOSOMAL PROTEIN L12, CHLOROPLAST PRECURSOR (CL12) 
>gi|71136|pir MR7SP12 ribosomal protein L12, chloroplast 
spinach >gi| 170115 (J02849) ribosomal L12 precursor 
[Spinacia oleracea] 

196051 

21811_1.R1039 
uC-gsflnu33B018d01bl 

196052 

21813_1.R1039 

LIB3149-017-Q1-K1-E5 

BLASTN 

g899609 

38 

1.0e-ll 



26414 



Match length 


82 


% identity 


87 


NCBI Description 


Zea mays acidic ribosomal protein P2 (RPA-2A1) mRNA, 




complete cds 


Seq. No, 


196053 


Contig ID 


21813 2.R1039 


5' -mo st EST 


LIB3196-041-P1-M1-D2 


Method 


BLASTX 


NCBI GI 


a2431771 


BLAST score 


252 


E value 


3.0e-21 


Match length 


113 


% identity 


48 


NCBI Description 


(U62753) acidic ribosomal protein P2b [Zea mays] 


Seq. No. 


196054 


Contig ID 


21814 1.R1039 


5 '-most EST 


g5044429 


Method 


BLASTX 


NCBI GI 


gl362093 


BLAST score 


777 


E value 


9.0e-83 


Match length 


219 


% identity 


68 


NCBI Description 


hypothetical protein (clone TPP15) - tomato (fragment) 




>gi 1924632 (U20595) unknown [Solanum lycopersicum] 


Seq. No. 


196055 


Contig ID 


21814 2.R1039 


5' -most EST 


LIB3166-040-P1-K1-A8 


Method 


BLASTX 


NCBI GI 


gl362093 






E value 


1.0e-56 


Match length 


132 


% identity 


76 


NCBI Description 


hypothetical protein (clone TPP15) - tomato (fragment) 




>gi 1924632 (U20595) unknown [Solanum lycopersicum] 


Seq. No. 


196056 


Contig ID 


21814 3.R1039 


5' -most EST 


LIB3166-034-P1-K1-A9 


Method 


BLASTX 


NCBI GI 


gl362093 




i fin 


E value 


7.0e-ll 


Match length 


37 


% identity 


84 


Mf R T n<a o r* v* -i r^-f- -J i-at-i 
LNUxj-L JJcSCxTipTllOn 


nypocfieuiGdi protein (cione irirXD) — i:omat.o \ rrayuiciiLj 




>gi| 924632 (U20595) unknown [Solanum lycopersicum] 


Seq. No. 


196057 


Contig ID 


21816 1.R1039 


5 T -most EST 


LIB3196-044-P1-M1-E9 


Seq. No. 


196058 



26415 



Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
. % identity 
NCBI Description 



21823_1.R1039 

LIB3145-057-Q1-K1-D6 

BLASTX 

g3915083 

709 

3.0e-75 

143 

92 

TUBULIN BETA CHAIN >gi | 1403143 | emb | CAA67 056 | 
beta-tubulin [Cicer arietinum] 



(X98406) 



Seq. No. 


196059 


Contig ID 


21832 1.R1039 


5 1 -most EST 


LIB3148-040-Q1-K1-F3 


Method 


BLASTN 


XTPDT CT 


yZO / U J. J.O 


BLAST score 


55 


E value 


4.0e-22 


Match length 


83 


% identify 


92 


NCBI Description 


S.latifolia mRNA, clone CCLS 


Seq. No. 


196060 


Contig ID 


21844 1.R1039 


5 T -most EST 


uC-gsflnu33B107e02bl 


Method 


BLASTX 


NCBI GI 


g2088822 


niiAoi score 


6. u ± 


E value 


2.0e-15 


Match length 


135 


% identity 


35 


nubi Description 


(Aruuooo4j i\u/rji.4 gene procti 


Seq. No. 


196061 


Contig ID 


21849 1.R1039 


5 '-most EST 


LIB3166-035-P1-K1-D2 


Method 


BLASTX 


NCBI GI 


g2088651 


BLAST score 


709 


E value 


9.0e-75 


Match length 


240 


% identity 


58 


NCBI Description 


(AF002109) hypersensitivity-: 




[Arabidopsis thaliana] 


Seq. No. 


196062 


Contig ID 


21851 1.R1039 


5 '-most EST 


LIB3145-057-Q1-K1-G11 


Seq. No. 


196063 


Contig ID 


21854 1.R1039 


5' -most EST 


LIB3189-050-P1-K1-F8 


Method 


BLASTX 


NCBI GI 


g4038034 


BLAST score 


344 


E value 


2.0e-32 


Match length 


87 



26416 



I identity 

NCBI Description 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



75 

(AC00593-6) unknown protein [Arabidopsis thaliana] 
196064 

21857JL.R1039 

uC-gsflnu33B011c08bl 

BLASTX 

gl723832 

174 

3.0e-12 

81 
44 

HYPOTHETICAL 15.9 KD PROTEIN IN OLE1-DUP1 INTERGENIC REGION 
>gi|2132531|pir||S64058 probable membrane protein YGL054c - 
yeast (Saccharomyces cerevisiae) >gi 1 1322550 1 emb t CAA96756 | 
(Z72576) ORF YGL054c [Saccharomyces cerevisiae] 



Seq. No. 
Contig ID 
5 T -most EST 



196065 

21860JL.R1039 
LIB3145-057-Q1-K1-H4 



Seq. No. 
Contig ID 
5 T -most EST 



196066 

21863JL.R1039 
LIB3196-036-P1-M1-A8 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 
5 1 -most EST 



196067 

21868JL.R1039 

uC-gsflnu33B131cllbl 

BLASTX 

gl22003 

343 

7.0e-32 

95 

74 

HI STONE H2A >gi | 82089 1 pir I 



UQ1182 histone H2A.1 - tomato 



196068 

21882J..R1039 

g5046229 

BLASTX 

g3341694 

417 

1.0e-40 

131 

59 

(AC003672) PREG-like protein [Arabidopsis thaliana] 
196069 

21882_2. R1039 
LIB3197-028-Q1-M1-A4 

196070 

21882__3.R1039 
LIB3272-055-P1-K1-C12 



Seq. No. 

Contig ID 



196071 

21885 1.R1039 



26417 



# 



5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-gsflnu33B131g05bl 
196072 

21888_1.R1039 
uC-gsronu33B168b02bl 

196073 

21890JL.R1039 
LIB3165-053-Q1-K1-D2 

196074 

21891_1.R1039 

uC-gsflnu33B114allbl 

BLASTX 

gl742951 

1094 

1.0e-120 

232 

87 

(Y09817) Ca2+-ATPase [Arabidopsis thaliana] 
196075 

21896JL.R1039 
LIB3145-058-Q1-K1-C8 

196076 

21904JL.R1039 

LIB314 5-058-Q1-K1-D4 

BLASTX 

g4163997 

459 

2.0e-70 
226 
62 

(AF087483) 
thaliana] 



alpha-xylosidase precursor [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



196077 

21906JL.R1039 
LIB3145-058-Q1-K1-D6 

196078 

21907JL.R1039 

LIB3166-050-P1-K1-C2 

BLASTX 

gl25568 

529 

4.0e-54 

133 

76 

PROTEIN KINASE PVPK-1 >gi | 100013 | pir ( | A30311 protein kinase 
C (EC 2.7.1,-) homolog - kidney bean >gi| 169361 (J04555) 
PVPK-1 protein [Phaseolus vulgaris] 

196079 

21918JL.R1039 
g5049039 



26418 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl620970 

936 

1.0e-101 

222 
83 

(Y08887) L-lactate dehydrogenase [Lycopersicon esculentum] 
>gi 1 1806117 |emb|CAA71611| (Y10602) L-lactate dehydrogenase 
[Lycopersicon esculentum] 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



.R1039 

-058-Q1-K1-F2 



196080 
21921 J.. 
LIB3145- 
BLASTN 
g2564046 
41 

2.0e-13 

227 

82 

Arabidopsis thaliana genomic DNA f chromosome 5, 
MGI19, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196081 

21935JL.R1039 

LIB3145-058-Q1-K1-G9 

BLASTX 

glOOOlO 

376 

3.0e-36 

117 

58 

pectinesterase (EC 3.1.1.11) - kidney bean (fragment) 

>gi | 21062 | emb | CAA48169 | (X68028 ) pectinesterase [Phaseolus 

vulgaris] 



Seq. No. 
Contig ID 
5' -most EST 



196082 

21941JL.R1039 
LIB3145-058-Q1-K1-H4 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196083 

21946JL.R1039 

LIB3147-010-Q1-K1-C8 

BLASTX 

g729051 

551 

1.0e-56 

115 

59 

CALTRACTIN (CENTRIN) >gi | 444342 1 prf | | 1906390A 
caltractin-like protein [Atriplex nummularia] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



196084 

21959J..R1039 

LIB3146-021-Q1-K1-A7 

BLASTN 

g3821780 

36 



26419 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-10 

36 
100 

Xenopus laevis cDNA clone 27A6-1 
196085 

21961_1.R1039 

g5044298 

BLASTX 

g4539291 

612 

2.0e-63 

247 

53 

(AL04 9480) putative protein [Arabidopsis thaliana] 
196086 

21965JLR1039 

uC-gsflnu33B049hllbl 

BLASTX 

g2529662 

511 

7.0e-52 

107 

93 

(AC002535) putative small nuclear ribonucleoprotexn, Sm 
[Arabidopsis thaliana] >gi 13738278 (AC005309) putative 
small nuclear ribonucleoprotein, Sm D2 [Arabidopsis 
thaliana] 



Seq. No. 


196087 


Contig ID 


21969 1.R1039 


5' -most EST 


g5045152 


Method 


BLASTX 


NCBI GI 


g3355474 


BLAST score 


893 


E value 


2.0e-96 


Match length 


197 


% identity 


85 


NCBI Description 


(AC004218) unknown 


Seq. No. 


196088 


Contig ID 


21972 1.R1039 


5' -most EST 


LIB3189-001-P1-K1- 


Method 


BLASTX 


NCBI GI 


g3063467 


BLAST score 


417 


E value 


9.0e-41 


Match length 


127 


% identity 


65 


NCBI Description 


(AC003981) F22013. 


Seq. No, 


196089 


Contig ID 


21983 1.R1039 


5' -most EST 


LIB3146-023-Q1-K1- 


•Method 


BLASTX 


NCBI GI 


g3953471 



26420 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



587 

1.0e-60 

163 

64 

(AC002328) F2202.16 [Arabidopsis thaliana] 
196090 

21987_1.R1039 
uC-gsflnu33B136c07bl 

196091 

21988JL.R1039 

LIB3165-006-P1-K2-H7 

BLASTX 

g4103635 

334 

3.0e-38 

162 

56 

(AF026538) ABA-responsive protein [Hordeum vulgare] 
196092 

21991_1.R1039 

LIB3146-038-P1-K1-E1 

BLASTX 

g629735 

248 

4.0e-21 

71 
6 6 

fill protein - garden snapdragon >gi I 406309 I emb | CAA4 0553 | 
(X57296) FIL1 [Antirrhinum majus] 

196093 

21995_1.R1039 

g5049647 

BLASTX 

g4567262 

362 

4.0e-34 

165 

47 

(AC006841) putative ubiquitin [Arabidopsis thaliana] 
196094 

22002JL.R1039 

LIB3146-001-P1-K2-F10 

BLASTX 

g2388577 

182 

2.0e-13 
102 

(AC000098) Similar to Arabidopsis putative ion-channel 
PID:g2262157 {gb | AC002329) . [Arabidopsis thaliana] 



Seq. No. 



196095 



26421 



Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



Seq. No. 
Contig ID 
5' -most EST 
Method 



22007_1.R1039 

LIB3146-061-Q1-K1-H2 

BLASTX 

g3738290 

455 

4.0e-45 

186 

49 

(AC005309) unknown protein [Arabidopsis thaliana] 
196096 

22020JL.R1039 

uC-gsflnu33B146el2bl 

BLASTX 

g3367519 

404 

2.0e-39 

103 

72 

(AC004392) Contains similarity to gb|U51898 
Ca2+-independent phospholipase A2 from Rattus norvegicus. 
[Arabidopsis thaliana] 

196097 

22034_1.R1039 

LIB3146-009-Q1-K1-C5 

BLASTX 

g2760837 

335 

4.0e-31 

193 

39 

(AC003105) putative cytochrome P450 [Arabidopsis thaliana] 
196098 

22038JL.R1039 
LIB3146-002-P1-K2-A9 

196099 

22039_1.R1039 

LIB3146-002-P1-K2-B10 

BLASTX 

g3355486 

501 

1.0e-50 

174 

60 

(AC004218) unknown protein [Arabidopsis thaliana] 
196100 

22042_1.R1039 
uC-gsflnu33Bl27d03bl 

196101 

22044JL.R1039 

LIB3272-031-P1-K1-C4 

BLASTX 



26422 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3355477 
394 

4.0e-38 

139 

41 

(AC004218) putative P-glycoprotein, pgpl [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 1 -most EST 



196102 

22059JL.R1039 
LIB3165-021-P1-K1-F10 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196103 

22062J..R1039 

LIB3149-018-Q1-K1-A11 

BLASTX 

g3702331 

213 

5.0e-17 

110 
49 

(AC005397) hypothetical protein [Arabidopsis thaliana] 
196104 

22064JL.R1039 

LIB3189-030-P1-K1-F1 

BLASTX 

g3355617 

481 

4.0e-48 

113 

78 

(AJ000229) unnamed protein product [Hordeum vulgare] 
196105 

22065J..R1039 

uC-gs f lmaxxa07 6f 0 6bl 

BLASTX 

g3395938 

556 

1.0e-104 

355 

52 

(AF076924) polypyrimidine tract-binding protein homolog 
[Arabidopsis thaliana] 

196106 

22077JL.R1039 

LIB3197-050-Q1-M1HB3 

BLASTX 

g4538939 

534 

1.0e-129 

296 
82 

(AL049483) Col-0 casein kinase I-like protein [Arabidopsis 
thaliana] 



26423 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196107 

22077_2.R1039 

LIB3146-002-P1-K2-F11 

BLASTX 

g4538939 

425 

2.0e-41 

117 
72 

(AL049483) 
thaliana] 



Col-0 casein kinase I-like protein [Arabidopsis 



196108 

22077_3.R1039 

uC-gsflnu33B114f07bl 

BLASTX 

g4538939 

335 

4.0e-31 
189 
43 

(AL049483) 
thaliana] 



Col-0 casein kinase I-like protein [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196109 

22079JLR1039 
LIB3146-002-P1-K2-F2 

196110 

22084_1.R1039 

LIB3272-04 6-P1-K1-H4 

BLASTX 

gll55261 

681 

1.0e-71 

146 

89 

(U40217) eukaryotic release factor 1 
thaliana] 



homolog [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



196111 

22085_1.R1039 

LIB3146-002-P1-K2-F8 

BLASTX 

g2529707 

567 

3.0e-58 

227 

48 

(AF001434) Hpast [Homo sapiens] 
196112 

22090_1.R1039 
LIB3146-002-P1-K2-G3 



Seq. No. 



196113 



26424 



Print" i n TV) 


22091 1 R1039 


5' -most EST 


LIB3196-038-P1-M1-D10 


Seq. No. 


196114 


Pnnt" i rt TH 
\-rWxi i — l y iy 


22098 2 R1039 


5* -most EST 


LIB3196-044-P1-M1-B6 


Seq. No. 


196115 ' 


Contig ID 


22106 1.R1039 


5' -most EST 


LIB314 6-003-P1-K1-A3 


Seq. No. 


196116 


Contig ID 


22113 1.R1039 


5' -most EST 


LIB3196-042-P1-M1-C4 


Method 


BLASTX 


NCBI GI 


g3176726 


BLAST score 


383 


E value 


8.0e-37 


Match length 


145 


% identity 


51 




f 7\C 009^^9 \ rrn t* s t" i tt^ qpti rv 
j j^. / u L. a. I — Lvc jcj — l no ~ 




thaliana] 


Seq. No. 


196117 


Print i rr T D 




5 '-most EST 


LIB3146-020-Q1-K1-B12 


Seq. No. 


196118 


Contig ID 


22118 1.R1039 


5' -most EST 


LIB3146-003-P1-K1-B5 


Seq. No. 


196119 


Contig ID 


22141 1.R1039 


5' -most EST 


LIB3196-037-P1-M1-H11 


Method 


BLASTX 


NCBI GI 


a3643608 


BLAST score 


296 


E value 


2.0e-26 


Match length 


213 


% identity 


32 


NCBI Description 


(AC005395) hypothetical prot< 


Seq. No. 


196120 


Contig ID 


22142 1.R1039 


5' -most EST 


g3325759 


Method 


BLASTN 


NCBI GI 


g3449321 


BLAST score 


43 


E value 


1.0e-14 


Match length 


83 


% identity 


88 


NCBI Description 


Arabidopsis thaliana genomic 



DNA, chromosome 5, 
MTG10, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 
Contig ID 
5 '-most EST 



196121 

22149_1.R1039 
LIB3146-003-P1-K1-F6 



26425 



Method 


BLASTX 


NCBI GI 


g4006827 


BLAST score 


650 


E value 


6.0e-68 


Match length 


243 


% identity 


54 


NCBI Description 


(AC005970) subtilisin-like protease [Arabidopsi 


Seq. No. 


196122 


Conticr ID 


22157 1 R1039 


5' -most EST 


uC-gsronu33B080f06bl 


Seq. No. 


196123 


Contig ID 


22180 1.R1039 


5 '-most EST 


LIB3146-004-P1-K1-B12 


Seq. No. 


196124 


Contig ID 


22185 1.R1039 


5 '-most EST 


uC-gsflnu33B016d07bl 


Method 


BLASTX 


NCBI GI 


g3924597 


BLAST score 


568 


E value 


4.0e-58 


Match length 


289 






NCBI Description 


(AF069442) putative oxidoreductase [Arabidopsis 


Seq. No. 


196125 


Contig ID 


22195 1.R1039 


5 '-most EST 


LIB3146-004-P1-K1-D2 


Seq. No. 


196126 


Contig ID 


22199 1.R1039 


5 f -most EST 


LIB3165-019-P1-K1-H12 


Method 


BLASTX 


NCBI GI 


g2708749 


BLAST score 


348 


E value 


9.0e-33 


Match length 


111 


% identity 


58 


NCBI Denser* int inn 






protein [Arabidopsis thaliana] 


Seq. No. 


196127 






5 1 -most EST 


uC-gsronu33B039a05bl 


Seq. No. 


196128 


Contig ID 


22211 1.R1039 


5* -most EST 


LIB3146-004-P1-K1-F1 


Seq. No. 


196129 


Contig ID 


22213 1.R1039 


5 '-most EST 


LIB3166-021-P1-K1-B3 


Method 


BLASTX 


NCBI GI 


g4126399 


BLAST score 


833 



26426 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 
Contig ID 
5' -most EST 



2.0e-89 

216 

77 

(AB011794) chalcone isomerase 



[Citrus sinensis] 



196130 

22216JL.R1039 

g5046203 

BLASTX 

gl708971 

349 

1.0e-32 

174 

40 

(R) -MANDELONITRILE LYASE ISOFORM 1 PRECURSOR 

(HYDROXYNITRILE LYASE 1) ( (R) -OXYNITRILASE 1) 
>gi I 421871 1 pir M S32156 mandelonitrile lyase (EC 4.1.2.10) - 
black cherry >gi I 2881161 emb| CAA51194 | (X72617) 
mandelonitrile lyase [Prunus serotina] >gi 11730332 (U78814) 

(R) -(+) -mandelonitrile lyase isoform MDLl precursor [Prunus 
serotina] >gi 1 1090776 1 prf || 2019441A mandelonitrile lyase 

[Prunus serotina] 

196131 

22218_1.R1039 

LIB3166-040-P1-K1-F2 

BLASTX 

g2462754 

844 

1.0e-90 

303 

58 

(AC002292) Unknown protein [Arabidopsis thaliana] 
196132 

22220_1.R1039 
LIB3146-004-P1-K1-F9 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 
Contig ID 
5 f -most EST 
Method 
NCBI GI 
BLAST score 
E value 



196133 

22227_1.R1039 

LIB3149-007-Q1-K1-F6 

BLASTX 

g4468050 

431 

2.0e-42 

169 

47 

(X87099) S-adenosyl-L-methionine : caf feic acid 
3-O-methyltransf erase [Vanilla planifolia] 

196134 

22228_1.R1039 

LIB3146-004-P1-K1-H1 

BLASTX 

g3386618 

308 

4.0e-28 



26427 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



128 
54 

(AC004665) hypothetical protein [Arabidopsis thaliana] 
196135 

22232_1.R1039 

LIB3146-004-P1-K1-H4 

BLASTX 

g2708743 

148 

2.0e-09 

103 

32 

(AC003952) putative Tal-l-like reverse transcriptase 
[Arabidopsis thaliana] 

196136 

22233_1.R1039 

LIB3148-052-Q1-K1-A4 

BLASTX 

g3695021 

707 

9.0e-75 

202 

71 

(AF05584 9) hypothetical protein [Arabidopsis thaliana] 
196137 

22235_1.R1039 

LIB3166-055-P1-K1-D12 

BLASTX 

g4335750 

252 

2.0e-21 

75 

56 

(AC006284) putative beta-1, 3~endoglucanase [Arabidopsis 
thaliana] 

196138 

22239__1.R1039 
uC-gsflnu33B089fl0bl 

196139 

22248_1.R1039 

LIB3146-005-Q1-K1-B12 

BLASTX 

g2980788 

244 

2.0e-20 

122 

52 

(AL022197) putative protein [Arabidopsis thaliana] 
196140 

22250JL.R1039 
LIB3146-005-Q1-K1-B3 



26428 



Method 


BLASTX 


ViK^SD J- O -L 




BLAST score 


571 


E value 


8.0e-59 


Match length 


178 


% identity 


64 


NCBI Description 


(AL035539) hypothetical protein [Arabidopsis 


Seq. No. 


196141 


Contig ID 


22251 1.R1039 


5 '-most EST 


uC-gsronu33B004fl2bl 


Method 


BLASTX 


NCBI GI 


g3763916 


BLAST score 


680 


E value 


2.0e-71 


Match length 


243 


% identity 


53 


NCBI Description 


(AC004450) unknown protein [Arabidopsis thai: 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score, 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



>gi ] 4531439 | gb | AAD22124 . 1 | ACQ 0622 4_ 
protein [Arabidopsis thaliana] 



6 (AC006224) unknown 



196142 

22259J..R1039 

LIB3146-005-Q1-K1-C3 

BLASTX 

g2961358 

217 

2.0e-17 

50 

84 

(AL022140) serine/threonine protein kinase like protein 
[Arabidopsis thaliana] 

196143 

22268_1.R1039 
LIB3146-005-Q1-K1-D2 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



196144 

22270J..R1039 

LIB3146-0Q5-Q1-K1-D4 

BLASTX 

g3702641 

214 

4.0e-17 

88 

44 

(AL031825) similar to human 75k autoantigen 
[Schizosaccharomyces pombe] 

196145 

22278JL.R1039 

LIB3166-026-P1-K1-G1 

BLASTX 

g2244926 

154 

4.0e-10 
84 



26429 



% identity 38 

NCBI Description (Z97339) glutaredoxin [Arabidopsis 



Seq. No. 196146 

Contig ID 22279JL.R1039 

5 '-most EST LIB3189-048-P1-K1-F6 

Method BLASTX 

NCBI GI g2062167 

BLAST score 657 

E value 2.0e-68 

Match length 304 

% identity 42 , 

NCBI Description (AC001645) Proline-rich protein APG isolog [Arabidopsis 
thaliana] 



Seq. No. 196147 

Contig ID 22285_1 .R1039 

5 '-most EST LIB3148-039-Q1-K1-D9 

Method BLASTX 

NCBI GI g4455172 

BLAST score 286 

E value 2.0e-25 

Match length 80 

% identity 68 

NCBI Description (AL035521) putative protein [Arabidopsis thaliana] 

Seq. No. 196148 

Contig ID 22288JL . R1039 

5' -most EST LIB3147-049-Q1-K1-H2 

Method BLASTN 

NCBI GI g3399678 

BLAST score 43 

E value 1.0e-14 

Match length 156 

% identity 87 

NCBI Description Arabidopsis thaliana chromosome 1 BAC F13M7 sequence, 
complete sequence [Arabidopsis thaliana] 

Seq. No. 196149 

Contig ID 22289J..R1039 

5' -most EST g5047380 

Method BLASTX 

NCBI GI g2462748 
BLAST score 914 
E value 6.0e-99 
Match length 196 
% identity 88 

NCBI Description (AC002292) putative Clathrin Coat Assembly protein 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



196150 

22292_1.R1039 

g5050572 

BLASTX 

g3128168 

871 

9.0e-94 



26430 



Match length 


1 on 

iy / 


% identity 


75 


NCBI Description 


{AC004521} putative carooxyi-terminai peptidase 




[Arabidopsis thaliana] 


Seq. No. 


196151 


Contig ID 


22290 l.R10o9 


r~ i — _ j_ ■com 

o 1 -most Eb r 


biJjjl4 0 UU J ^1 


Method 




NCBI GI 


g3128192 


BLAST score 


440 


E value 


O Art ^ *3 

2 . ue-4o 


Match length 


inn 
109 


% identity 


72 


NCBI Description 


(AC004521) axi 1-like protein [Arabidopsis thaliana] 


Seq. No. 


196152 


Contig ID 


22305 1.R1039 


5 '-most EST 


LIB314 6-00o-Ql-Kl-Alz 


Seq. No. 


196153 


Contig ID 


22310 1.R1039 


S'-most EST 


LIB314 9-04 o-Ql-Ki-iijl 1 


Method 


BLASTX 


NCBI GI 


gl931655 


BLAST score 


855 


E value 


4.0e-92 


Match length 


196 


% identity 


82 


NCBI Description 


(U95973) receptor-kinase isolog [Arabidopsis thaliana 


Seq. No. 


196154 


Contig ID 


22312_1.R1039 


5 1 -most EST 


LIB314 o-UOb-Qi-Ki-HlU 


Method 


BLASTX 


NLdI ij± 


gooo / zjj 


BLAST score 


470 


E value 


4.0e-47 


Match length 


125 


% identity 


75 


NCBI Description 


(AC005169) putative copia-like transposable element 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196155 

22328_1.R1039 

LIB3146-006-Q1-K1-C7 

BLASTX 

g4138583 

338 

2.0e-31 

72 

90 

(Y10821) plastidic ATP/ADP-transporter [Solanum tuberosum] 



Seq. No. 
Contig ID 
5' -most EST 



196156 

22335_1.R1039 
LIB3166-038-P1-K1-G3 



26431 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

I identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 T -most EST 



BLASTX 

g3287695 

535 

1.0e-54 

161 

65 

(AC003979) Similar to hypothetical protein C34B7.2 

gb | 1729503 from C. elegans cosmid gb|Z83220. [Arabidopsis 

thaliana] 

196157 

22339J..R1039 

LIB3149-037-Q1-K1-G6 

BLASTX 

g2632061 

383 

4.0e-42 

124 

75 

(AJ002597) membrane-associated salt-inducible protein like 
[Arabidopsis thaliana] 

196158 

22344JL.R1039 
LIB3146-006-Q1-K1-E10 

196159 

22350JL.R1039 

g5044583 

BLASTX 

g4008159 

785 

8.0e-84 

195 

76 

(AB015601) DnaJ homolog [Salix gilgiana] 
196160 

22351JL.R1039 

LIB314 6-006-Q1-K1-E7 

BLASTX 

g4490342 

445 

5.0e-44 

153 

67 

(AL035656) putative protein [Arabidopsis thaliana] 
196161 

22352JL.R1039 
LIB3197-001-P1-M1-F11 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



196162 

22358JL.R1039 

LIB3147-027-Q1-K1-F9 

BLASTX 

g2275635 



26432 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5 T -most EST 



176 

2.0e-12 

186 
28 

(AF014940) similar to the EMP24/GP25L family of membrane 
proteins [Caenorhabditis elegans] 

196163 

22369JL.R1039 
LIB3146-006-Q1-K1-H4 

196164 

22377JL.R1039 
uC-gsflnu33B144c03bl 



Seq. No. 
Contig ID 
5 '-most EST 



196165 

22379JL.R1039 
LIB3146-024-Q1-K1-F4 



Seq. No. 

Contig ID 
5 1 -most EST 



196166 

22379^2. R1039 
LIB3165-031-P1-K1-C11 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



196167 

22381J..R1039 

LIB3196-003-P1-M1-H8 

BLASTX 

g4091117 

319 

4.0e-29 

217 

42 

(AF047 428) nucleic acid binding protein [Oryza sativa] 
196168 

22384JL.R1039 
LIB3146-007-Q1-K1-A7 

196169 

22390_2. R1039 

uC- gs f lmaxxa 054dl2bl 

BLASTX 

gl293688 

719 

6.0e-76 

269 

50 

(U53827) STA1-2 [Silene latifolia ssp. alba] >gi 11293692 
(U53829) STA1-18 [Silene latifolia ssp. alba] 

196170 

224Q0JZ. R1039 
LIB3146-007-Q1-K1-C7 



Seq. No. 
Contig ID 
5' -most EST 



196171 

22402 JL.R1039 
uC-gsflnu33B101d07bl 



26433 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4204761 

611 

1.0e-114 

294 

72 

(U51192) peroxidase precursor [Glycine max] 
196172 

22412_1.R1039 

g5046557 

BLASTX 

g4262182 

164 

5.0e-ll 

39 

72 

(AC005508) 44123 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196173 

22417JL.R1039 
LIB3189-005-P1-K1-F12 

196174 

22418_1.R1039 
LIB3146-001-P1-K2-H4 

196175 

22429_1.R1039 

g5044780 

BLASTX 

g544184 

875 

3.0e-94 
217 
7 6 

4-ALPHA-GLUCANOTRANSFERASE PRECURSOR (AMYLOMALTASE) 
( DISPROPORTIONATE ENZYME) (D-ENZYME) 

>gi|322785|pir| IA45049 4-alpha-glucanotransf erase (EC 
2.4.1.25) - potato >gi | 296692 | emb | CAA4 8630 | (X68664) 
4-alpha-glucanotransf erase [Solanum tuberosum] 

196176 

22432JL.R1039 

LIB3146-003-P1-K1-D3 

BLASTX 

g2760606 

616 

4.0e-64 

129 

87 

(AB001568) phospholipid hydroperoxide glutathione 
peroxidase-like protein [Arabidopsis thaliana] >gi 13004869 
(AF030132) glutathione peroxidase; ATGPl [Arabidopsis 
thaliana] >gi I 4539451 i emb | CAB39931 . 1 1 (AL049500) 
phospholipid hydroperoxide glutathione peroxidase 
[Arabidopsis thaliana] 



26434 



196177 

22442_1.R1039 

LIB3165-023-P1-K1-B1 

BLASTX 

g544437 

461 

6.0e-51 

164 

74 

GLUTATHIONE PEROXIDASE HOMOLOG (SALT-ASSOCIATED PROTEIN) 
>gi|296358|emb|CAA47018| (X66377) CIT-SAP [Citrus sinensis] 



Seq. No. 


1 Q£1 7fi 


Contig ID 




5,' -most EST 


LIB3148-017-Q1-K1-F2 


Method 


BLASTN 


NCBI GI 


gzyooo / 


BLAST score 


loo 


E value 


O ft ^ /* o 

2 . Oe-68 


Match length 


389 


% identity 


Q A 
04 


NCBI Description 


C. sinensis mKLNfi csa ror salt ab&uuiai,cu jjiuLoxu 


Seq. No. 


±y ox / y 


Contig ID 


22444 l.Rluoy 


5' -most EST 


LIB3196-017-P1-M1-F5 


Method 


BLASTX 


NCBI GI 


qooobolb 


BLAST score 


534 


E value 


2.0e-54 


Match length 


138 


% identity 


80 


NCBI Description 


(ALtUUjUZO; pUTZaulVe amiaa.5e l±\l. aJJluupois unaxxaiia, 


Seq. No. 


196180 


Contig ID 


zz44b? l.KlUJy 


5' -most EST 


LIB3146-056-Q1-K1-C3 


Method 


T5T TV C?rpV 


NCBI GI 


gl628471 


BLAST score 


233 


E value 


2.0e-19 


Match length 


71 


% identity 


61 


NCBI Description 


(Y08780) Men-8 [Silene latifolia] 


Seq. No. 


196181 


Contig ID 


22455 1.R1039 


5' -most EST 


LIB3148-014-Q1-K1-B3 


Seq. No. 


196182 


Contig ID 


22459 1.R1039 


5 '-most EST 


LIB3165-049-Q1-K1-E7 


Seq. No. 


196183 


Contig ID 


22463 1.R1039 


5' -most EST 


uC-gsflnu33B114h03bl 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



26435 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2191136 

613 

1.0e-63 

203 
59 

(AF007269) Similar to UTP-Glucose Glucosyltransf erase; 
coded for by A. thaliana cDNA T46230; coded for by A. 
thaliana cDNA H76538; coded for by A. thaliana cDNA H76290 
[Arabidopsis thaliana] 



Seq. No. 


196184 


Contig ID 


22465 1.R1039 


5' -most EST 


LIB314 6-007-Q1-K1-D2 


Method 


BLASTX 


NCBI GI 


g2245127 




217 


E value 


9.0e-18 


Match length 


78 


% identity 


55 


NCBI Description 


(Z97344) hypothetical 


Seq. No. 


196185 


Contig ID 


22469 1.R1039 


5 '-most EST 


LIB3148-012-Q1-K1-H11 


Method 


BLASTX 


NCBI GI 


gl710587 


BLAST score 


249 




J • VC £U J. 


Match length 


91 


% identity 


56 


NCBI Description 


60S ACIDIC RIBOSOMAL : 




ribosomal protein P0 


Seq. No. 


196186 


Contig ID 


22479JL.R1039 


o most iLoi 


UL- gsronuo oDUo^au-LDi 


Method 


BLASTX 


NCBI GI 


g2618693 


BLAST score 


148 


E value 


4.0e-09 


Match length 


104 


% identity 


30 


NCBI Description 


(AC002510) putative z 




thaliana] 


Seq. No. 


196187 


Contig ID 


22479 2.R1039 


5' -most EST 


LIB3148-054-Q1-K1-B12 


Seq. No. 


196188 


Contig ID 


22487 1.R1039 


5' -most EST 


LIB314 6-007-Q1-K1-F8 


Seq. No. 


196189 


Contig ID 


22496 1.R1039 


5' -most EST 


g5047413 



PROTEIN P0 >gi| 
[Glycine max] 



1196897 (L46848) acidic 



[Arabidopsis 



26436 



Seq. No. 


196190 


Contig ID 


22497_1.R1039 


5 '-most EST 


uC-gsflmaxxa003e08bl 


Method 


BLASTX 


NCBI GI 


g4204265 


BLAST score 


602 


E value 


3.0e-62 


Match length 


250 


% identity 


52 


NCBI Description 


(AC005223) 45643 fArabidopsis thaliana] 


Seq. No. 


196191 


Contig ID 


22513 1.R1039 


5' -most EST 


LIB3197-055-Q1-M1-E6 


Method 


BLASTX 


NCBI GI 


g2443875 


BLAST score 


215 


E value 


5.0e-17 


Match length 


156 


% identity 


29 


NCBI Description 


(AC002294) amino acid permease [Arabidopsis 


Seq. No. 


196192 


Contig ID 


22524 1.R1G39 


5 f -most EST 


LIB3146-028-Q1-K1-A1 


Method 


BLASTX 


NCBI GI 


g4107099 


BLAST score 


513 


E value 


3.0e-52 


Match length 


148 


% identity 


64 


NCBI Description 


(AB015141) AHP1 [Arabidopsis thaliana] 




>gi | 4156245 | dbj |BAA37112| (AB012570) ATHP3 




thaliana] 


Seq. No* 


196193 


Contig ID 


22529JL.R1039 


5' -most EST 


LIB314 6-008-Q1-K1-C9 


Method 


BLASTX 


NCBI GI 


g2245069 


BLAST score 


501 


E value 


7.0e-51 


Match Tpnrrth 


134 


% identity 


66 


NCBI Description 


(Z97342) hypothetical protein [Arabidopsis 


Sea. No. 


196194 


Contig ID 


22530 1.R1039 


5' -most EST 


LIB314 6-008-Q1-K1-D1 


Seq. No. 


196195 


Contig ID 


22533 1.R1039 


5' -most EST 


LIB3146-008-Q1-K1-D3 


Seq. No. 


196196 


Contig ID 


22534_1.R1039 



26437 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-gsflnu33B064gl0bl 

BLASTX 

g2499611 

975 

1.0e-178 

368 
84 

MITOGEN-ACTIVATED PROTEIN KINASE HOMOLOG 7 (MAP KINASE 7) 
(ATMPK7) >gi|629548|pir| IS40473 mitogen-activated protein 
kinase 7 (EC 2.7.1.-) - Arabidopsis thaliana 
>gi| 457406 1 dbj |BAA04870| (D21843) MAP kinase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196197 

22547J..R1039 

uC-gsflnu33B055b07bl 

BLASTX 

gl076274 

491 

1.0e-49 

153 **- 
59 

cucumisin (EC 3.4.21.25) precursor 



- muskmelon (fragment) 



196198 

22554JL.R1039 

LIB3146-008-Q1-K1-G2 

BLASTX 

g4139041 

157 

5.0e-10 

248 

6 

(AF072274) resistance protein candidate RGC20 [Lactuca 
sativa] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196199 

22558JL.R1039 

LIB3146-008-Q1-K1-G7 

BLASTX 

gl899175 

584 

3.0e-60 

132 

84 

(U90262) calcium-dependent calmodulin-independent protein 
kinase CDPK [Cucurbita pepo] 



Seq. No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



196200 

22559_1.R1039 

LIB314 6-008-Q1-K1-H1 

BLASTX 

g2129552 

619 

2.0e-64 

142 

87 



26438 



NCBI Description 



calcium-dependent protein kinase 19 - Arabidopsis thaliana 
(fragment) 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196201 

22564JL.R1039 

LIB3146-008-Q1-K1-H4 

BIASTX 

g2130017 

436 ' 

3.0e-43 

95 

81 

hypothetical protein - common sunflower 

>gi|1040729|emb|CAA60621| (X87143) cytochrome b5 containing 
fusion protein [Helianthus annuus] 



Seq* No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196202 

22571_1.R1039 

LIB3272-036-P1-K1-H6 

BLASTX 

g3269284 

431 

2.0e-42 

125 

71 

(AL030978) histone H2A- 



like protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196203 

22571_2.R1039 

LIB3166-040-P1-K1-D12 

BLASTX 

g3269284 

417 

7.0e-41 

122 
70 

(AL030978) histone H2A- 



like protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196204 

22571_3.R1039 

LIB3149-051-Q1-K1-F4 

BLASTX 

g3269284 

426 

6.0e-42 

126 

70 

(AL030978) histone H2A- 



like protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



196205 

22572JL.R1039 
LIB3146-027-Q1-K1-C3 



Seq. No* 
Contig ID 
5' -most EST 



196206 

22586_1.R1039 
LIB3148-005-Q1-K1-A1 



26439 






Seq. No. 


i o com 
19ozU / 




Contig ID 


z2c>UI l.KlUoy 




rr ■ ———4- t~>c m 

b -most bbl 


T TP^I Q£— OOfi— PI -Ml —PS 




Method 


BLASTX 




NCBI GI 


g3b«b334 




BLAST score 


1664 




E value 


0.0e+00 




Match length 


joU 




% identity 


o o 




NCBI Description 


(ACUUooZo) putative argonauce proLem t.^i< :i - ,J i (au .b'' ;::, - L£5 






thaliana] 




Seq. No. 


1 ncono 
19 bzUo 




Contig ID 


ZZbUo 1 . Kiuoy 




5 -most EST 


ul gsiinujjtsuzoguiDi 




Method 


BLASTX 




NCBI GI 


qo ao c /i 




BLAST score 


510 




E value 


9.0e-52 




Match length 


IOC 

loo 




% identity 


69 




NCBI Description 


(AJUUoUo3) peroxisomal meniDrane protein tAiciijiuupsiia 


~~~ 




thaliana] 


4= 
LJ 


Seq. No. 


i a /~ o a a 

196209 




Contig ID 


22617 1.R1039 




5' -most EST 


LIBol4D-UbU-yi-n.l-ny 




Method 


BLASTX 




NCBI GI 


gl698548 




BLAST score 


524 




E value 


O A _ CO 

2 . 0e-53 




Match length 


1 CT 

lb / 


H 


% identity 


o9 




NCBI Description 


(Uoo9/l) calmodulin— Dinaing protein L wlcotldIld Lduaouuj 




Seq. No. 


196210 




Contig ID 


22630 1.R1U39 




5 f -most EST 


goU4ob / 0 




Method 


rjT 7\ C* (TIV 

BLASTX 




NCBI GI 


g2865175 




BLAST score 


732 




E value 


1 . Oe-77 




Match length 


177 




% identity 


76 




NCBI Description 


(AB010945) AtRerlA [AraDiaopsis rnananaj 




Seq. No. 


196211 




Contig ID 


22635 1.R1039 




5 '-most EST 


LIB314o-01U-Ql-Kl-Bb 




Method 


BLASTX 




NCBI GI 


gjlzo i do 




BLAST score 


567 




E value 


3.0e-58 




Match length 


167 




% identity 


57 




NCBI Description 


(AC004521) putative carboxyl- terminal peptidase 



[Arabidopsis thaliana] 



26440 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196212 

22640_1.R1039 

uC- gs f Imaxxa 0 4 1 c 0 7b 1 

BLASTX 

g2344898 

401 

1.0e-38 

113 
70 

(AC002388) 
thaliana] 



60S ribosomal protein L30 isolog [Arabidopsis 



Seq. No. 


196213 


Contig ID 


22640_2.R1039 


5" -most EST 


g5045458 


Method 


BLASTX 


NCBI GI 


g2344898 


BLAST score 


468 


E value 


6. Oe-50 


Match length 


165 


% identity 


61 


NCBI Description 


(AC002388) 60S ribos< 




thaliana] 


Seq. No. 


196214 


Contig ID 


22650_1.R1039 


5 '-most EST 


LIB3146-014-Q1-K1-B3 


Seq. No. 


196215 


Contig ID 


22666_1.R1039 


5 '-most EST 


LIB3146-010-Q1-K1-E4 


Seq. No. 


196216 


Contig ID 


22669 1.R1039 


5 '-most EST 


LIB314 6-010-Q1-K1-E7 


Method 


BLASTX 


NCBI GI 


g4263722 


BLAST score 


425 


E value 


7.0e-42 


Match length 


133 


% identity 


57 


NCBI Description 


(AC006223) putative 


Seq. No. 


196217 


Contig ID 


22675 1.R1039 


5 '-most EST 


LIB3147-004-Q1-K1-G7 


Method 


BLASTX 


NCBI GI 


g3183207 


BLAST score 


204 


E value 


6.0e-16 


Match length 


59 


% identity 


59 


NCBI Description 


HYPOTHETICAL PROTEIN 



ribosomal protein L30 isolog [Arabidopsis 



(D13642) KIAA0017 [Homo sapiens] 



Seq. No. 



196218 



26441 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22677JL.R1039 

LIB3146-041-Q1-K1-E4 

BLASTX 

g2281635 

279 

2,0e-24 

64 

83 

(AF003098) AP2 domain containing protein RAP2.5 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196219 

22678_1.R1039 

LIB3146-010-Q1-K1-F5 

BLASTX 

g2344901 

650 

4.0e-68 

168 

77 

(AC002388) serine/threonine protein kinase isolog 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196220 

22680_1.R1039 

LIB3146-010-Q1-K1-F7 

BLASTN 

g3420042 

58 

1.0e-23 

265 
86 

Arabidopsis thaliana chromosome II BAC T13E15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196221 

22691_1.R1039 

LIB3196-050-P1-M1-H11 

BLASTX 

g4335750 

265 

1.0e-22 
82 
59 

(AC006284! 
thaliana] 



putative beta-1, 3-endoglucanase [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196222 

22696JL.R1039 

LIB3146-010-Q1-K1-H10 

BLASTX 

g2499931 

268 

2.0e-23 

65 

80 

ADENINE PHOSPHORIBOSYLTRANSFERASE 2 (APRT) 



26442 



Seq. No, 
Contig ID 
5 T -most EST 



>gi I 2129534 ipir | | S71272 adenine phosphoribosyltransf erase 
(EC 2.4.2.7) - Arabidopsis thaliana 
>gi| 1321681 |emb|CAA65609| (X96866) adenine 
phosphoribosyltransf erase [Arabidopsis thaliana] 

196223 

22698J..R1039 
uC-gsronu33B080c05bl 



Seq. No. 
Contig ID 
5' -most EST 



196224 

22699J..R1039 
LIB3146-010-Q1-K1-H3 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196225 

22707_1.R1039 

LIB3197-048-Q1-M1-D11 

BLASTX 

g3894193 

158 

2.0e-10 
54 
57 

(AC005662) 
thaliana] 



putative strictosidine synthase [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 



196226 

22712JL.R1039 
LIB3149-006-Q1-K1-H8 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196227 

22715_1.R1039 

LIB3146-011-Q1-K1-A7 

BLASTX 

g4512676 

263 

8.0e-35 

186 

46 

(AC006931) unknown protein -[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



196228 

22716_2.R1039 
LIB3166-019-P1-K1-G6 



Seq. No. 
Contig ID 
5 '-most EST 



196229 

22718_1.R1039 
LIB3146-011-Q1-K1-B1 



Seq. No. 
Contig ID 
5-' -most EST 



196230 

22720 JL.R1039 
LIB3146-011-Q1-K1-B11 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



196231 

22739_1.R1039 

uC-gsronu33B114d04bl 

BLASTX 

g4415933 



26443 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



856 

4.0e-92 

222 
73 

(AC006418) putative cellular apoptosis susceptibility 
protein [Arabidopsis thaliana] 

>gi|4559390|gb|AAD23050.1[AC006526_15 (AC006526) putative 
cellular apoptosis susceptibility protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196232 

22748_1.R1039 

LIB3146-011-Q1-K1-D5 

BLASTX 

gl665817 

155 

4.0e-10 

52 
52 

(D87466) 
(S59316) 



Similar to S.cerevisiae hypothetical protein L3111 
[Homo sapiens] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



196233 

22752_1.R1039 
LIB3149-040-Q1-K1-C2 

196234 

22757_1.R1039 

LIB3146-011-Q1-K1-E2 

BLASTX 

g3355311 

527 

7.0e-54 
141 
79 

(AJ009737; 
vulgaris] 



eukaryotic translation initiation factor 6 [Beta 



196235 

22761J..R1039 

g5046975 

BLASTX 

gl707018 

544 

2.0e-55 

167 

68 

(U78721) CutA isolog [Arabidopsis thaliana] 
196236 

22761_2.R1039 

uC-gsflmaxxaO09h04bl 

BLASTX 

gl707018 

318 

3.0e-29 
106 



26444 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



64 

(U78721) CutA isolog [Arabidopsis thaliana] 
196237 

22768_1.R1039 

LIB3146-011-Q1-K1-F3 

BLASTX 

g!66949 

208 

2-0e-16 

163 
33 

(M32885) cytochrome P-450LXXIA1 (cyp71Al) [Persea 
americana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196238 

22775JL.R1039 
uC-gsronu33B136d09bl 

196239 

22776_1.R1039 

uC-gsflnu33B018f06bl 

BLASTX 

g!742951 

477 

2.0e-66 

160 

85 

(Y09817) Ca2+-ATPase [Arabidopsis thaliana] 
196240 

22778JL.R1039 
LIB3146-011-Q1-K1-G5 



196241 

22788JL.R1039 

LIB3147-001-Q1-K2-H9 

BLASTX 

g2146729 

198 

2.0e-15 

109 

39 

cystathionine-gamma-synthase 
thaliana 



(EC 4.2.99.9) 1 - Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 



196242 

22789_1.R1039 
LIB314 6-023-Q1-K1-A2 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



196243 

22802_1.R1039 

LIB3166-048-P1-K1-D4 

BLASTX 

g4263711 

366 

5.0e-58 



26445 



Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 



159 
72 

(AC006223) putative CCR4-associated transcription factor 
[Arabidopsis thaliana] 

196244 

22807_1.R1039 
LIB3146-012-Q1-K1-B3 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 



196245 

22811_1.R1039 

uC-gsronu33b023gllbl 

BLASTX 

g4033365 

748 

2.0e-79 

149 

93 

(AJ223499) ATP sulfurylase [Brassica juncea] 
196246 

22811_2.R1039 

LIB3165-043-Q1-K1-C11 

BLASTX 

gl527219 

347 

1.0e-32 

76 

83 

(U68218) ATP sulphurylase [Brassica napus] 
196247 

22821_1.R1039 

LIB3166-034-P1-K1-D10 

BLASTX 

g3080437 

178 

9.0e-13 

50 

76 

(AL022605) putative protein [Arabidopsis thaliana] 
196248 

22823_1.R1039 

g5045415 

BLASTX 

g4567246 

525 

4.0e-53 

179 

63 

(AC00707 0) unknown protein [Arabidopsis thaliana] 
196249 

22832_1.R1039 

LIB3146-012-Q1-K1-D5 

BLASTX 



26446 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3142300 
236 

1.0e-19 

118 
43 

(AC002411) Contains similarity to pre-mRNA processing 
protein PRP39 gb|L29224 from S. cerevisiae. ESTs gb|R64 908 
and gb|T88158, gb|N38703 and gb|AA651043 come from this 
gene. [Arabidopsis thaliana] 

196250 

22840JL.R1039 

LIB3146-012-Q1-K1-E2 

BLASTX 

gl769887 

284 

2.0e-25 

61 

82 

(X95736) amino acid permease 6 [Arabidopsis thaliana] 



196251 

22864JL.R1039 

uC-gsflmaxxa089h08bl 

BLASTN 

g4580365 

43 

1.0e-14 

129 
88 

Arabidopsis thaliana chromosome I 
sequence, complete sequence 



BAC F3F20 genomic 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 



196252 

22870_1.R1039 

uC-gsronu33B168b08bl 

BLASTX 

g2407800 

514 

3.0e-52 

110 

93 

(Y12575) histone H2A.F/Z [Arabidopsis thaliana] 
196253 

22870_2.R1039 

LIB3146-012-Q1-K1-H10 

BLASTX 

g2407800 

337 

1.0e-31 

78 

87 

(Y12575) histone H2A.F/Z [Arabidopsis thaliana] 
196254 

22871 1.R1039 



26447 



5' -most EST 



LIB3146-012-Q1-K1-H2 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196255 

22877_1.R1039 

LIB3197-024-Q1-M1-F4 

BLASTX 

gl518059 

303 

2.0e-27 

96 

56 

(U65650) blue-copper binging protein III [Arabidopsis 
thaliana] >gi 13395770 (AF039404) uclacyanin 3 [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



196256 

22897JL.R1039 

LIB314 6-023-Q1-K1-H3 

BLASTX 

g2981131 

599 

3.0e-62 

147 

81 

(AF052570) AGAMOUS homolog 
trichocarpa]^ 



[Populus balsamifera subsp. 



196257 

22903J..R1039 

g5050726 

BLASTX 

g3298540 

808 

2.0e-86 

174 

87 

(AC004 681) unknown protein [Arabidopsis thaliana] 
196258 

22908_1.R1039 
LIB3196-037-P1-M1-G1 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196259 

22911_1.R1039 

g5046935 

BLASTX 

g3785977 

338 

3.0e-31 

135 

48 

(AC005560) putative growth regulator protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



196260 

22914_1.R1039 
uC-gsflmaxxa042h05bl 



26448 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2695931 

358 

7.0e-34 

169 

51 

(AJ222779) 



hypothetical protein [Hordeum vulgare] 



196261 

22923JL.R1039 

LIB314 6-013-Q1-K1-G11 

BLASTX 

g2492772 

150 

1.0e-09 

32 
81 

GLUTATHIONE-DEPENDENT FORMALDEHYDE DEHYDROGENASE (FDH) 
{ FALDH ) (GSH-FDH) >gi 11498024 (U63931) 
.glutathione-dependent formaldehyde dehydrogenase 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196262 

22928_1.R1039 

g3326577 

BLASTX 

gll76658 

175 

3.0e-21 

122 

48 

HYPOTHETICAL 200.6 KD PROTEIN B0228.2 IN CHROMOSOME 
>gi 1 726363 (U23168) No definition line found 
[Caenorhabditis elegans] 



II 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196263 

22929JL.R1039 

LIB314 6-013-Q1-K1-H7 

BLASTX 

g3702608 

386 

1.0e-37 

79 
90 

(AJ224165) shaggy kinase 7 



[Petunia x hybrida] 



196264 

22938_1.R1039 

LIB3146-014-Q1-K1-A4 

BLASTX 

g2618731 

382 

1.0e-36 

102 

71 

(U49077) IAA21 [Arabidopsis thaliana] 



26449 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 



196265 

22940 JL.R1039 

g3325881 

BLASTX 

g3881976 

841 

2.0e-90 

222 

71 

(AJ012409) hypothetical protein [Homo sapiens] 
196266 

22940_2.R1039 

LIB3148-059-Q1-K1-H8 

BLASTN 

g3821780 

33 

7.0e-09 

48 

51 

Xenopus laevis cDNA clone 27A6-1 
196267 

22943_1.R1039 

LIB3166-038-P1-K1-B10 

BLASTN 

g2351065 

46 

2.0e-16 

389 

84 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MHF15, complete sequence [Arabidopsis thaliana] 

196268 

22946_1.R1039 

LIB3146-014-Q1-K1-B12 

BLASTX 

g4097585 

231 

4.0e-19 

70 

73 

(U64925) NTGP4 [Nicotiana tabacum] 
196269 

22957JL.R1039 
uC-gsronu33B117g08bl 

196270 

22962JL.R1039 
uC-gsflnu33B128dl2bl 

196271 

22968_1.R1039 

g5046806 

BLASTX 



PI clone 



26450 




NCBI GI 


g2911072 


BLAST score 


662 


£j V d-L. U.C 


2 . Oe-75 




241 


&■ "1 A ^1 T*S 4" 1 4*Tf 


64 


L\L>Dl UcbLIipi — L\JX1 


fAT,n?1Q6fn nnfaf i vp nrot^in rArabidoosis thalianal 


UC^t IN U • 






?9Qia I R1039 


■5 1 -most EST 


LIB3148-023-G1-K1-H3 






NCBI GI 


gl762634 


BLAST score 


554 


F T73 1 no 
Hi VaXUC 


5 . Oe-57 


iyjaxcn xenyT-ii 




t> lQeuCiuy 


ft ^ 


INOol UcSCIiptlUIl 




Q /-\ r-r KTi^i 




iwOnT-iy xu 


99Qftft 1 R1D?Q 


c; t -TTinqf-. EST 


LIB3L47-015-O1-K1-C10 




BLASTX 


NCBI GI 


g4432855 


BLAST score 


649 


Hi VCtXUC 


8 Oe-68 


L v laXOil Xclly L.X1 




% identity 


JO 


JNCbi Description 


\ri^U U OOUVJ / U.I1A.IHJ WIl pi.Ut,C-LIl |_ril. cLjJXvaupoXO uiicixj-exiici j 


beg. jno- 


1 Q£974 
1 OZ / ft 


Lonely xu 






47-02 6-01-K1-H1 


l ie U11UU 


RT.A^TN 


MpDT (IT 

iN^rsx ox 


rrl R7^1 
yio / jl 


BLAST score 


43 


E value 


7.0e-15 


ixiaT-cn lenytn 




t> xuenuxLy 


P.4 


jnujd-L Description 


Q/^ttVno a -rt R"D"Rl — . "R 1 rron o ■For* -t-Vio 1 arap^t" cnhl in "1 f" 0"F RMA 
OOyi-/eclli xxiTljJ. Dl vJ till" lUi ICll^CO L OUJJUilXL. \J ±- 




poiyiuei doc ± i ^ij^ ^* * • t • v ) 


beg. jno . 




UOuLly 1U 




J iLLUO L. DO l 


nP-asf lnu33B128c01bl 


V* /~\ /~\ 

iyien.no a 




NCBI GI 


g3851670 


BLAST score 


215 


Hj value 


7 


rJatcii xengxii 


O £ 




67 


NCBI Description 


\r\c U U O ; JO [nldJJXUUpbib LXld XX cilia. J 


Seq. No. 


196276 


Contig ID 


23012 1.R1039 


S'-most EST 


uC-gsflnu33B126d02bl 


Method 


BLASTX 


NCBI 'GI 


gl22106 



26451 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



410 

7.0e-40 

82 

100 

HISTONE H4 >gi I 70771 1 pir | | HSZM4 histone H4 - maize 
>gi|81642|pir| IS06904 histone H4 - Arabidopsis thaliana 
>gi|2119028|pir| IS60475 histone H4 - garden pea 
>gi|21795|emb|CAA24924 | (X00043) histone H4 [Triticum 
aestivum] >gi 1166740 (M17132) histone H4 [Arabidopsis 
thaliana] >gi| 166742 (M17133) histone H4 [Arabidopsis 
thaliana] >gi 1168499 (M36659) histone H4 (H4C13) [Zea mays] 
>gi| 168501 (M13370) histone H4 [Zea mays] >gi 1168503 

(M13377) histone H4 [Zea mays] >gi 1498898 (U10042) histone 
H4 homolog [Pisum sativum] >gi [ 1806285 | emb | CAB01914 | 

(Z79638) histone H4 homologue [Sesbania rostrata] 

>gi 13927823 (AC005727) histone H4 [Arabidopsis thaliana] 

>gi|4580385|gb|AAD24364.1|AC007184_4 (AC007184) histone H4 

[Arabidopsis thaliana] >gi I 225838 | prf | 1 1314298A histone H4 

[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196277 

23012_2.R1039 

uC-gsf lnu33B0 60g0 9bl 

BLASTX 

gl22106 

410 

6.0e-40 

82 

100 

HISTONE H4 >gi | 70771 | pir | | HSZM4 histone H4 - maize 

>gi 1 81642 Ipir M S06904 histone H4 - Arabidopsis thaliana 

>gi I 2119028 | pir | IS60475 histone H4 - garden pea 

>gi | 21795 | emb|CAA24924 | (X00043) histone H4 [Triticum 

aestivum] >gi 1166740 (M17132) histone H4 [Arabidopsis 

thaliana] >gi 1166742 (M17133) histone H4 [Arabidopsis 

thaliana] >gi 1168499 (M36659) histone H4 (H4C13) [Zea mays] 

>gi 1 168501 (M13370) histone H4 [Zea mays] >gi 1168503 

(M13377) histone H4 [Zea mays] >gi 1498898 (U10042) histone 
H4 homolog [Pisum sativum] >gi 1 1806285 | emb | CAB01914 | 

(Z79638) histone H4 homologue [Sesbania rostrata] 

>gi 1 3927823 (AC005727) histone H4 [Arabidopsis thaliana] 

>gi|4580385[gb|AAD24364.1|AC007184_4 (AC007184) histone H4 

[Arabidopsis thaliana] >gi I 225838 | prf | 1 1314298A histone H4 

[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196278 

23019J..R1039 

LIB3146-015-Q1-K1-A1 

BLASTX 

g2505870 

121 

3.0e-09 

60 

46 

(Y12227) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



196279 



26452 





JU^O J. * i\X U J _? 




LIB32T2-047-P1-K1-C5 




BLASTX 


NCBI GI 


g4127456 


BLAST score 


602 






1 id U icily Uii 


187 

X O f 




rx ^ 


lncjdx uescripuioii 




oeq. JNO . 








^ 111 w O L. DtJ X 


LIB3166-014-P1-K1-G5 




BLASTX 


NCBI GI 


g4127456 


BLAST score 


433 


P T72 "1 11 O 

Hi ValUc 


1 Op-42 


L v la.L,CJXl idly LI1 


1 R1 


laenuix-y 


O D 


NCBI Description 


/ 7\ Tfl 1 0 Q 1 Q 1 \ Pr^-n91 nrnf ain 


oeg. no. 


li?DZo 1 


uonrig lu 


9^fl9Q 1 Pi Ci^Q 


0 "IuOSl. EjoI 


uu ys iinuj jduz^ch xjdi 




DLtn.O X /V 


NCBI GI 


g4056506 


BLAST score 


546 


ill value 


O • Uc O O 


^/I 4~ t~* \\ 1 on / * V In 

l v la.T,Cxl lenyull 


91 9 


% identity 


51 


NCBI Description 


(AC005896) nodulin-like ] 


beg. wo . 


1 Qfi9fi9 


Lontig lu 




D IuOSc HjOI 


UU y S 1 lluaXXaU^ / jjUZDI 


oeq. iNO. 


1 Qfi9fi^ 


Lontig iu 


9^n^p i oi n*^Q 




T.TR*^1 4^-01 R-OI -K1 -PI 0 
jjioji 1 ! u vj x ,j ^x rvx w x w 




O J_lxi.O X A 






BLAST score 


590 


E value 


5.0e-61 


\J[ 4— y-y \^ | /"\ /«f 1- frv 

ixidLcn leuy en 


174 
1 / *± 


^> laentity 


DO 


NCBI Description 


\/\uuUs3U^oj ixiyo reiauea. t 




rnanana j 


oeg. jno. 




uontig lu 






T TR^I Tfi-01 R-OI -K1 -F7 




BLASTN 


NCBI GI 


g2264309 


BLAST score 


35 


E value 


6.0e-10 


Match length 


107 


% identity 


83 



[Arabidopsis thaliana] 



[Arabidopsis 



26453 



NCBI Description 



Arabidopsis thaiiana genomic DNA, chromosome 5, PI clone: 
MJJ3, complete sequence [Arabidopsis thaiiana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196285 

23070_1.R1039 

uC-gsflmaxxa045g05bl 

BLASTX 

g4467,157 

355 

2.0e-33 

179 

44 

(AL035540) disease resistance response like protein 
[Arabidopsis thaiiana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196286 

23075JL.R1039 

uC-gsflnu33Blllal0bl 

BLASTX 

g3603473 

474 

3.0e-47 

145 

63 

(AF090698) elicitor-responsive gene-3 [Oryza sativa] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196287 

23077_1.R1039 

LIB3196-054-P1-M1-H11 

BLASTX 

g4206122 

811 

1.0e-86 

188 
82 

(AF097667) protein phosphatase 2C homolog [Mesembryanthemum 
crystallinum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196288 

23081_1.R1039 

LIB3165-021-P1-K1-G8 

BLASTX 

g4049399 

203 

1.0e-15 

165 

30 

(Y09581) FR02 [Arabidopsis thaiiana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



196289 

23089_1.R1039 

g3325679 

BLASTX 

g4006921 

529 

1.0e-107 

253 



26454 



% identity 

NCBI Description 



75 

(Z99708) putative protein [Arabidopsis thaliana] 





1 


Lonng ±u 




5 '-most EST 


LIB3149-027-Q1-K1-G11 


Method 


BLASTX 




gzz ooy 4 y 


Dij/ioi score 


0 / ^ 


E value 


1 . ue— / U 


Mar cn lengrn 


i yt 1 
141 


% identity 


yz 


NCBI Description 


(AF00894 0) phosphoenolpyruvate 




hirsutum] 






Contig ID 


23101 1.R1039 


5 '-most EST 


LIB314 6-016-Q1-K1-A7 


Method 


T2T 71 GTY 
nLifio 1 A 


NLdI bl 


gz y / yo4 4 


BLAST score 


145 


E value 


8.0e-12 


Match length 


"IOC 

loo 


■s identity 


oo 


NCBI Description 


(AC003680) putative cytochrome 


P< _ XT 

Seq. No. 


iy ozyz 


Contig ID 


zolU / 1 . Kluoy 


S'-most EST 


LIB3146-016-Q1-K1-B11 


beq. No. 


1 QCOQO 

lyb^yo 


conng id 


zoii / i.Kiuoy 


r~ | _ J_ prim 

5 1 -most EST 


LIBJ14 6-016-Q1-K1-C10 


oeq. ino. 


i y k>z y4 


Contig ID 


Zoloo l.RlUoy 


jr f _v, _ j_ ■corn 

o -most EST 


Llisolo y-U4o-rl— l\l-r 1 


oeq. ino * 


ijyi yo 


Contig ID 


23149 1.R1039 


5 T -most EST 


LIB3146-016-Q1-K1-F4 


Method 


BLASTX 


NCBI GI 


gzooyyoo 


BLAST score 


**5 f\ O 

708 


E value 


6. Oe-75 


Ma t ch 1 engt h 


loo 


% identity 


77 


NCBI Description 


(Y15193) GAI [Arabidopsis thai. 


Seq. No. 


196296 


Contig ID 


23151 1.R1039 


5' -most EST 


LIB3146-016-Q1-K1-F8 


Method 


BLASTX 


NCBI GI 


gl255852 


BLAST score 


225 


E value 


2.0e-18 


Match length 


122 



2 [Gossypium 



26455 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



35 

(U53339) simmilar to enoyl-CoA hydratases [Caenorhabditis 
elegans] 

196297 

23159_1.R1039 

uC-gsflnu33B058h05bl 

BLASTX 

g3600039 

813 

3.0e-87 

188 

79 

(AF080119) similar to Schizosaccharomyces pombe isp4 
protein (GB:D14061) [Arabidopsis thaliana] 

196298 

23162_1.R1039 
LIB3146-016-Q1-K1-H3 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



196299 

23163JL.R1039 
LIB3146-016-Q1-K1-H4 

196300 

23167_1.R1039 

uC-gsronu33B018b05bl 

BLASTX 

gl946355 

487 

5.0e-49 

175 

50 

(U93215) maize transposon MuDR mudrA protein isolog 
[Arabidopsis thaliana] >gi 12880040 (AC002340) maize 
transposon MuDR mudrA-like protein [Arabidopsis thaliana] 

196301 

23175JL.R1039 

LIB3146-043-Q1-K1-D11 

BLASTX 

g3122228 

320 

2.0e-29 

84 

75 

MITOCHONDRIAL HEAT SHOCK 22 KD PROTEIN PRECURSOR 
>gi|2129837 |pir||S65049 low molecular weight heat shock 
protein precursor (clone Hsp23.9) - soybean >gi| 710432 
(U21722) Hsp23.9 [Glycine max] 

196302 

23196_1.R1039 

LIB3146-017-Q1-K1-C6 

BLASTX 

g4138265 

165 



26456 



E value 
Match length 
% identity 
NCBI Description 



9.0e-12 

42 

64 

(AJ006228) Avr9 elicitor response protein [Nicotiana 
tabacum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196303 

23198_2.R1039 

LIB3146-017-Q1-K1-C8 

BLASTX 

g2981131 

181 

6.0e-15 

67 

73 

(AF052570) AGAMOUS homolog [Populus balsamifera subsp. 
trichocarpa] 

196304 

23237J..R1039 

g5050590 

BLASTX 

g2244807 

412 

4.0e-40 

202 

35 

(Z97336) hypothetical protein [Arabidopsis thaliana] 
196305 

23246_1.R1039 

uC-gsronu33B007a01bl 

BLASTX 

g4539350 

249 

4.0e-21 

67 

64 

(AL035539) putative pectinesterase [Arabidopsis thaliana] 
196306 

23253JL.R1039 

uC-gsronu33B169fl0bl 

BLASTX 

g2281090 

500 

8.0e-60 

176 

72 

(AC002333) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



196307 

23259_1.R1039 

g5046982 

BLASTN 

g2281081 

36 



26457 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 "-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-10 

165 

88 

Arabidopsis thaliana chromosome II BAC F18019 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

196308 

23263_1.R1039 

uC-gsronu33B049e01bl 

BLASTX 

gl684851 

283 

3.0e-25 

113 

53 

(U77935) DnaJ-like protein [Phaseolus vulgaris] 
196309 

23289JL.R1039 

LIB3146-018-Q1-K1-E12 

BLASTN 

g3821780 

37 

2.0e-ll 

37 
100 

Xenopus laevis cDNA clone 27A6-1 
196310 

23296_1.R1039 
uC-gsflnu33B130f03bl 

196311 

23306_1.R1039 

g3326188 

BLASTX 

gl653513 

195 

2.0e-19 

95 

50 

(D90914) hypothetical protein [Synechocystis sp.] 
196312 

23313_1.R1039 

LIB3146-018~-Q1-K1-G6 

BLASTX 

g!66949 

469 

9.0e-47 

214 

44 

(M32885) cytochrome P-450LXXIA1 (cyp71Al) [Persea 
americana] 



Seq. No. 
Contig ID 



196313 

23317 1.R1039 



26458 



5' -most EST 



LIB3146-018-Q1-K1-H5 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196314 

23318JL.R1039 

LIB3166-053-P1-K1-H3 

BLASTX 

g3367515 

381 

1.0e-36 

97 

72 

(AC004392) Similar to 

glucose-6-phosphate/phosphate-translocator (GPT) 
gb|AF020814 from Pisum sativum. [Arabidopsis thaliana] 



beq. jno. 




oonrig id 


i di mo 


3 IuOS u HiO 1 


L1dj14 0 Ulo yl J\l 




DLiriO J. A. 


NCBI GI 


g4539437 


BLAST score 


352 


E value 




Maccn xengrn 


izy 


% identity 


55 


NCBI Description 


(ALQ4y523) putative ] 


Seq. No. 


196316 


Contig ID 


23331 1.R1039 


o —most: ho I 


0— ui y— J\l— riy 


Seq. No. 


lyboi / 


Contig ID 


23351 1.R1039 


5' -most EST 


g3325873 


Method 


BLASTX 


NCBI GI 


g44y0737 


nLi\oi score 




E value 


3.0e-58 


Match length 


203 


% identity 


51 


NCBI Description 


(AL035708) putative ; 


Seq. No. 


196318 


Contig ID 


23357 1.R1039 


5 '-most EST 


LIB3146-023-Q1-K1-G8 


Method 


BLASTX 


NCBI GI 


g2281115 


BLAST score 


642 


E value 


4.0e-67 


Match length 


181 


% identity 


79 


NCBI Description 


(AC002330) putative 




thaliana] 


Seq. No. 


196319 


Contig ID 


23365 1.R1039 


5' -most EST 


uC-gsflnu33B059bllbl 



cullin-like 1 protein [Arabidopsis 



26459 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196320 

23384JL.R1039 

LIB3146-019-Q1-K1-F9 

BLASTX 

gl236961 

402 

6.0e-39 

131 

56 

(U50201) prunasin hydrolase precursor [Prunus serotina] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196321 

23398_1.R1039 

g5050129 

BLASTX 

g872116 

929 

1.0e-100 

207 

38 

(X79770) sti (stress inducible protein) 



[Glycine max] 



Seq. No. 
Contig ID 
5' -most EST 



196322 

23399_1.R1039 
LIB3272-051-P1-K1-D7 



Seq. No. 
Contig ID 
5' -most EST 



196323 

23406J..R1039 
LIB3146-020-Q1-K1-A6 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196324 

23406_2.R1039 

LIB3146-032-Q1-K1-C11 

BLASTX 

gl771261 

158 

2.0e-10 

124 

37 

(X77012) 1, 4-alpha-glucan branching enzyme [Manihot 
esculenta] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196325 

23413_1.R1039 

LIB3146-020-Q1-K1-B2 

BLASTX 

g3219271 

616 

4.0e-64 

201 

64 

(AB015315) MAP kinase kinase 4 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 



196326 

23414JL.R1039 

LIB3147-029-Q1-K1-C9 

BLASTX 



26460 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
'Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 
Method 



g4006899 
399 

1.0e-38 

109 

62 

(Z99708) putative protein [Arabidopsis thaliana] 
196327 

23430_1.R1039 

LIB3149-050-Q1-K1-B7 

BLASTN 

g2943791 

89 

6.0e-42 

593 

82 

Cucurbita sp. mRNA for PV72, complete cds 
196328 

23436JL.R1039 

g5049681 

BLASTX 

g3738332 

508 

2.0e-51 

208 

51 

(AC005170) putative eukaryotic initiation factor 
[Arabidopsis thaliana] 

196329 

23448JL.R1039 

uC-gsflnu33B101a04bl 

BLASTX 

g2244993 

501 

1.0e-50 

168 

60 

(Z97341) similarity to AMP-activated protein kinase beta 
[Arabidopsis thaliana] 

196330 

23462JL.R1039 

LIB3166-04 6-P1-K1-D1 

BLASTX 

g4490297 

315 

6.0e-29 

150 

43 

(AL035678) putative protein [Arabidopsis thaliana] 
196331 

23464_1.R1039 
uC-gsronu33B179b04bl 

BLASTN 



26461 



NCBI GI 


g433664 


BLAST score 


42 


Hi value 


3.0e-14 


lYiaucn j.engi,n 


X *J u 


% lQenLiLy 


R7 




A thaliana for Sec61 




196332 


Pont" i rr TP) 


23465 1.R1039 


5' -most EST 


LIB314~6-020-Ql-Kl-F7 


Mot" In 


BLASTX 


NCBI GI 


gl237250 


BLAST score 


808 


Hi value 


1 Oe-86 


L*laLL/ll XCllyL.ll 


198 


% identity 


76 


NCBI Description 


(X96784) cytochrome i 


Oorr Kfn 


196333 
j. \j «j +j 




,J *± f £> X ■ i\-L \J ■J -s 


0 ILLOb L HjO 1 


T.TR^I 4*fi-0?0-Ol-Kl-G4 


O /~\ rr KT/^ 

beq* jno . 


1 Qfi^H4 


(~* 4- -I _ T T> 

uonrig ijj 


z ji / j ± • r\x uj? 


< T _ TT1 n o +- TTQT 


LTB314"6-020-Ol-Kl-G7 




RT.A^TX 




y^.xz7xx\j<j 


BLAST score 


388 


E value 


2.0e-37 


iXiat.Cn -Lcliy L.I1 


1 1? 




58 


NCBI Description 


(AF007270) A_IG002P1< 




thaliana] 


OC^ • LNU • 


196335 


Pi^n-H i rr T Pi 
L/OIlL. -L y J. u 


9^480 1 R1039 


O mOSL £jO 1 


T.TR^I Z6-020-O1-K1-H2 


OcC] ■ 1MO • 


x ^ u j «j u 


OUiluXy XJJ 


93494 1 R1039 

i JT X • fix \J *J J 


5' -most EST 


uC-gsronu33B17 lb08bl 


Method 


BLASTX 


NCBI GI 


g2462749 


BLAST score 


428 


E value 


6.0e-42 


Match length 


192 



[Arabidopsis 



% identity 

NCBI Description 



44 

(AC002292) Putative Serine/Threonine protein kinase 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



196337 

23501JUR1039 

LIB3166-028-P1-K1-E5 

BLASTX 

gl621268 

293 

3.0e-26 



26462 





63 


% identity 


90 


NCBI Description 


(Z81012) unknown [Ricinus communis] 


beq. no. 


1 Qf^^ft 


uont-ig xiJ 


o^ri n 1 ri d^q 


0 — ulOST- EjOI 


T TR?1 — O^T-OI -PT1 -F ^ 
jj-LljOlfiO UJ / 1\-L L-»- > 


oeq. NO . 


1 Qfi^Q 


uomzig 1U 


9"3M 4 1 RI H^Q 

Z J J±*i l.I\.-L.UO_7 


J IttUo L» J— iO J- 


LIB3147-00 6-01-K1-G2 




RT.A^TX 


NCBI GI 


g4263779 


BLAST score 


559 


TT" tt a 1 no 

Hi VdlUe 




Match length 


1 pc 


% identity 


Dl 


NCBI Description 




beq. NO. 


J. jO Oft U 


L-ontig iJJ 




0 IuOSc CjOI 


T TR^*l¥6-f)91 -Ol -K1 -PR 


ixietnocL 


JD lotto 1 A 




gz4 dz / ft y 


BLAST score 


161 


E value 


4.0e-ll 


Match length 


1 1 A 
i J_ft 


% laenniLy 


JO 


NLoi Description 


/ ruLa Live oclxuc/ liij-cuiixiic ^iulcxh 




r 7\ v-aK n c "i o 4~ a 1 i anal 
LnTaDlClOpolS Lfld-Lldila. J 


beg. no. 


J. jOOft 1 


Contig ID 


<£jDjZ l.KXUOi? 




a5044510 


Method 


BLASTX 


NCBI GI 


g3688174 


BLAST score 


603 


E value 


2.0e-62 


Match length 


166 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



70 

(AL031804) putative protein [Arabidopsis thaliana] 
196342 

23535_1.R1039 

uC-gsflnu33B145d06bl 

BLASTX 

g4262154 

209 

2.0e-16 

102 
47 

(AC005275) putative protein phosphatase regulatory subunit 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



196343 

23539_1.R1039 
LIB3146-026-Q1-K2-G4 



26463 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



BLASTX 

g4322948 

235 

1.0e-19 

51 
84 

(AF097180) 



cystathionine gamma-synthase precursor 



[Nicotiana tabacum] 
196344 

23559J..R1039 

LIB3197-050-Q1-M1-D4 

BLASTX 

g4467158 

173 

3.0e-12 

156 

33 

(AL035540) putative protein [Arabidopsis thaliana] 
196345 

23562_1.R1039 
LIB3165-016-P1-K1-C2 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196346 

23564JL.R1039 
LIB3146-024-Q1-K1-F7 

196347 

23573_1.R1039 

LIB3166-021-P1-K1-C3 

BLASTX 

g2947063 

176 

2.0e-12 

76 
43 

(AC002521) putative Ser/Thr protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196348 

23579_1.R1039 

LIB3146-022-Q1-K1-A2 

BLASTX 

gl707857 

641 

3.0e-67 

135 

90 

(Y09291) obtusifoliol 14-alpha-demethylase [Triticum 
aestivum] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



196349 

23584JL.R1039 

LIB3147-043-Q1-K1-B8 

BLASTX 

g225267 



26464 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 



583 

4.0e-60 

244 

52 

ORF 1244 [Nicotiana tabacum] 
196350 

23600_1.R1039 

LIB3196-064-P1-M1-B12 

BLASTX 

g2160160 

198 

1.0e-32 

101 

72 

(AC000132) No definition line found [Arabidopsis thaliana] 
196351 

23605JL.R1039 
LIB3148-012-Q1-K1-G10 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



196352 

23606JL.R1039 

LIB3146-022-Q1-K1-C8 

BLASTX 

g2462671 

284 

5.0e-25 
206 
38 

(Z98529) 
pombe] 



putative RNA-binding protein [Schizosaccharomyces 



196353 

23608_1.R1039 

LIB3166-032-P1-K1-F12 

BLASTX 

gl361979 

959 

1.0e-104 

258 

74 

serine O-acetyltransf erase (EC 2.3.1.30) - watermelon 
>gi|1350550|dbj |BAA12843| (D85624) serine acetyltransf erase 
[Citrullus lanatus] >gi 1 1841312 i dbj | BAA08479 | (D49535) 
serine acetyltransf erase. [Citrullus lanatus] 
>gi [2337772 | dbj |BAA21827| (AB006530) serine 
acetyltransferase [Citrullus lanatus] 

196354 

23608_2.R1039 

LIB314 6-022-Q1-K1-D1 

BLASTX 

gl361979 

543 

"2.0e-65 
142 



26465 




86 

serine O-acetyltransf erase (EC 2.3.1.30) - watermelon 
>gi| 1350550 | dbj |BAA12843| (D85624) serine acetyltransf erase 
[Citrullus lanatus] >gi i 1841312 | dbj [ BAA0847 9 | (D49535) 
serine acetyltransf erase. [Citrullus lanatus] 
>gi I 2337772 | dbj |BAA21827| (AB006530) serine 
acetyltransferase [Citrullus lanatus] 



Seq. No. 


1 Q£^R^ 
±y 0 ODD 


Contig ID 




d -mosr Hib i 


ttooi "fifi-024-Pl-Kl-B6 


Seq. No. 


196356 


Contig ID 


23610 1.R1039 


C f _ _ j_ TOT 1 

o -most hoi 


t tdqi 4 6-044-01 -K1 —El 1 


Seq. No. 


i ybjj / 


Contig ID 


ZOojU I.KIUj j 


5 -most tibi 


nP-rrafl nn^^Ul 9fihn6H1 


Method 


DT 7\C TV 


NCBI GI 


g4ooyoou 


BLAST score 


A 9 Q 


E value 


2 . Ue-4z 


Match length 


98 


% identity 


83 


NCBI Description 


/ TKn^nn r\Qi \ n-n v-n /-M.m nrnf ai n f Rrahi Hnn 4 ? i ^ thalianal 


Seq. No. 




Contig ID 


23637 l.RlOiy 


5' -most EST 


T TnTl n /I 4 _A1 — VI — TQ 

LIbolOO-U4 4-yl-JS.l-r y 


Method 


BLASTX 


NCBI GI 


go/ / dUUd 


BLAST score 


z / y 


E value 


2 . 0e-36 


Match length 


92 


% identity 


91 


NCBI Description 


(AJ010466) RNA helicase [Arabidopsis thaliana] 


Seq. No. 


lyoooy 


Contig ID 


23642 1.R1039 


5' -most EST 


uC-gsronu33B017c02bl 


Method 


BLASTX 


NCBI GI 


o o c n o c n 

giooUzoU 


BLAST score 


688 


E value 


1.0e-72 


Match length 


150 


% identity 


90 


NCBI Description 


(AC005824) putative chloroplast prephenate dehydratase 


[Arabidopsis thaliana] 


Seq. No. 


196360 


Contig ID 


23650 2.R1039 


5 '-most EST 


LIB3148-006-Q1-K1-D8 


Seq. No. 


196361 


Contig ID 


23655 1.R1039 


5' -most EST 


LIB3146-022-Q1-K1-H5 



% identity 

NCBI Description 



26466 



Method BLASTX 

NCBI GI g3659907 

BLAST score 455 

E value 4.0e-45 

Match length 112 

% identity 79 
NCBI Description (AF091857) protein translation factor SUI1 homolog 
[Pimpinella brachycarpa] 

Seq. No. 196362 

Contig ID 23656JL.R1039 

5 '-most EST uC-gsronu33B001gl0bl 

Seq. No. 196363 

Contig ID 23673_1 .R1039 

5' -most EST LIB314 6-023-Q1-K1-B10 

Seq. No. 196364 

Contig ID 23678_2 .R1039 

5' -most EST LIB3272-053-P1-K1-G8 

Method BLASTN 

NCBI GI g3513725 

BLAST score 34 

E value 2.0e-09 

Match length 62 

% identity 89 

NCBI Description Arabidopsis thaliana BAC F8M12 

Seq. No. 196365 

Contig ID 23689_1 .R1039 

5 '-most EST LIB3146-023-Q1-K1-C4 

Seq. No. 196366 

Contig ID 23693_1 .R1039 

5 '-most EST LIB3146-023-Q1-K1-C8 

Method BLASTX 

NCBI GI g2244914 

BLAST score 213 

E value 6.0e-17 

Match length 102 

% identity 54 

NCBI Description (Z97339) similarity to probable splicing factor Ceprp21 
[Arabidopsis thaliana] 

Seq. No. 196367 

Contig ID 23694_1 . R1039 

5' -most EST LIB3146-024-Q1-K1-C11 

Method BLASTX 

NCBI GI gl086147 

BLAST score 485 

E value 1.0e-48 

Match length 132 

% identity 66 

NCBI Description protein S2 - Phalaris coerulescens >gi I 556833 | emb [ CAA57520 | 
(X81992) S2 [Phalaris coerulescens] 

Seq. No. 196368 




26467 



Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23702JL.R1039 
LIB3146-023-Q1-K1-D7 

196369 

23707JL.R1039 

LIB314 6-023-Q1-K1-E11 

BLASTX 

g2462746 

721 

2.0e-76 
165 
84 

(AC002292) 
thaliana] 



Similar to ATP-citrate-lyase [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



196370 

23708_1.R1039 

LIB3166-030-P1-K1-B7 

BLASTX 

g584794 

800 

1.0e-85 

193 

80 

PLASMA MEMBRANE AT PAS E 1 (PROTON PUMP) 

>gi|282953 Ipir MA41779 H+-transporting ATPase (EC 3.6.1.35) 
- curled-leaved tobacco >gi 1170289 (M80489) plasma membrane 
H+ ATPase [Nicotiana plumbagini folia] 

196371 

23709_1.R1039 
LIB3165-036-P1-K1-H7 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



196372 

23745_1.R1039 
uC-gsronu33B172c02bl 

196373 

23755JL.R1039 

LIB3146-024-Q1-K1-A5 

BLASTX 

g2108252 

333 

5.0e-31 

158 
22 

(Y10228) P-glycoprotein-2 [Arabidopsis thaliana] 
>gi|2108254|emb|CAA71276| (Y10227) P-glycoprotein-2 
[Arabidopsis thaliana] >gi | 4538925 | emb | CAB39661 . 1 | 
(AL049483) P-glycoprotein-2 (pgp2) [Arabidopsis thaliana] 

196374 

23764JL.R1039 

LIB314 6-024-Q1-K1-B2 

BLASTX 

gl653655 

296 



26468 



E value 


8.0e-27 


rlatCIl J_cIiyL.Il 


1 19 


t> luentity 


J u 


Nubi Description 


f nQAQ1 aTP-HononHont- Pin 

vu_3U_?±Oy rii Jr u.epeiia.eiiL, o_i_p 




LoynecnocysT-is sp*j 


beq. NO. 


1 Q£"37 R 
1 _? O-J / D 


uontig iu 




J ILLvJoL. CjQI 


LIB314"7-059-Ol-Kl-F8 


Tl/T/~\ +- V% /J 

jyie inoa 


OJ-LTlO 1A 


NCBI GI 


g2464852 


BLAST score 


254 


E value 


z . ue zi 


Match length 


1 57 
13 / 


$ identity 


4 4 


NCBI Description 


/'7QQ r 7n'7\ «i n f a f J tta t*\ v* /~\ +■ o i 7~i 1 

t__yy/u/y putative protein i 


beq. jno. 




tontig iu 


OO770 i pi fj^Q 


0 — ltlOSt HiO J. 


T TR^1 ~K& — 09 A— Hi — "Pfl — T3ft 
LIDjI^O LJl i\l DO 


Method 


OijiiO 1 A 




r-o-a Qopqc 
y _co ?4 o j j 


BLAST score 


701 


E value 


4.0e-74 


Match length 


1 A 


% identity 


0 Q 
O 0 


NCBI Description 


(ArUi/uobj Drassmosteroia 




thaliana] 


Seq. No. 


lyoo / / 


contig id 




o most Hio i 


UL- gsrinuj jJ3iiuuu odi 


ixie ciiuvj. 


DilflO J. _\ 


NCBI GI 


g416641 


BLAST score 


657 


E value 


2.0e-68 


Match length 


190 


% identity 


69 



1 [Arabidopsis 



NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



INDOLE- 3 -ACETIC ACID INDUCED PROTEIN ARG4 
>gi|287568|dbj |BAA03309| (D14413) ORF [Vigna radiata] 

196378 

23790JL.R1039 

g5049399 

BLASTX 

g2190550 

1297 

1.0e-143 

329 

77 

(AC001229) ESTs gb | T45673, gb i N37512 come from this gene. 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



196379 

23796JL.R1039 

g5048995 

BLASTX 



26469 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl001263 
369 

9.0e-44 

182 

54 

(D64003) hypothetical protein [Synechocystis sp.] 
1963B0 

23806JL.R1039 
LIB3146-024-Q1-K1-F1 

196381 

23808_1.R1039 

uC-gsflmaxxa088fllbl 

BLASTX 

gll2972 

1541 

1.0e-172 

403 
68 

ASPARTATE AMINOTRANSFERASE, CYTOPLASMIC (TRANSAMINASE A) 
>gi 1 167546 (M92660) aspartate aminotransferase [Daucus 
carota] >gi | 445587 |prf I 1 1909339A Asp aminotransferase 
[Daucus carota] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



196382 

23816J..R1039 

LIB3197-005-P1-M1-B11 

BLASTX 

g4371285 

781 

4.0e-83 

362 

48 

(AC006260) hypothetical protein [Arabidopsis thaliana] 
196383 

23825_1.R1039 
LIB3147-009-Q1-K1-D5 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196384 

23826_1.R1039 

LIB3197-023-Q1-M1-A8 

BLASTX 

g4580394 

1103 

1.0e-121 
372 
55 

(AC007171) 
thaliana] 



putative fatty acid elongase [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 



196385 

23838JL.R1039 
LIB3197-013-P1-M1-A9 



Seq. No. 



196386 



26470 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% Identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23842_1.R1039 

LIB3272-014-P1-K1-C8 

BLASTX 

g2352492 

549 

3.0e-56 

182 

61 

(AF005047) transport inhibitor response 1 [Arabidopsis 
thaliana] >gi 1 2352494 (AF005048) transport inhibitor 
response 1 [Arabidopsis thaliana] 

196387 

23843J..R1039 

LIB314 6-053-Q1-K1-G4 

BI*ASTX 

g3341684 

322 

2.0e-29 

135 

53 

(AC003672) hypothetical protein [Arabidopsis thaliana] 
196388 

23847_1.R1039 

uC-gsf lmaxxa08 9dl2bl 

BLASTX 

g3599386 

160 

2.0e-10 

93 

(AF083071) peptidyl-prolyl cis/trans isomerase [Cenarchaeum 
symbiosum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196389 

23848_1.R1039 

LIB3146-026-Q1-K2-A8 

BLASTX 

g3721926 

563 

4.0e-58 

127 

89 

(AB017480) chloroplast FtsH protease [Nicotiana tabacum] 



Seq. No. 196390 

Contig ID 23849JL.R1039 

5 "-most EST LIB3146-026-Q1-K2-A7 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



196391 

23852_1.R1039 

g3326463 

BLASTX 

g3550661 

713 

3.0e-75 



26471 



Match length 

% identity 

NCBI Description 



249 
42 

(AJ001310) 39 kDa EF-Hand containing protein [Solanum 
tuberosum] 



Seq. No. 196392 

Contig ID 23856_1.R1039 

5 '-most EST LIB3146-026-Q1-K2-B6 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196393 

23858_1.R1039 

LIB3146-025-Q1-K1-B8 

BLASTX 

g2245077 

692 

3.0e-73 

148 

85 

(Z97343) glucanase homolog [Arabidopsis thaliana] 



Seq. No. 196394 

Contig ID 23860_1 . R1039 

5 '-most EST LIB3149-060-Q1-K1-D6 



Seq. No. 196395 

Contig ID 23861JL .R1039 

5 '-most EST LIB3189-042-P1-K1-H2 

Method BLASTX 

NCBI GI g3150415 

BLAST score 1292 

E value 1.0e-143 

Match length 301 

% identity 77 . 

NCBI Description (AC004165) secl3-related protein [Arabidopsis thaliana J ^ 

>gi | 3420046 (AC004680) secl3-related protein [Arabidopsis 

thaliana] 

Seq. No. 196396 

Contig ID 23864JL.R1039 

5' -most EST LIB3146-025-Q1-K1-C3 

Method BLASTX 

NCBI GI g2970556 

BLAST score 623 

E value 4.0e-65 

Match length 141 

% identity 83 

NCBI Description (AF049708) aspartokinase-homoserine dehydrogenase [Glycm 
max] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



196397 

23867JL.R1039 

g5046400 

BLASTX 

gl076715 

210 

2.0e-16 
85 



26472 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 
E value 



43 

abscisic acid-induced protein HVA22 
(L19119) A22 [Hordeum vulgare] 

196398 

23867_3.R1039 

LIB3148-018-Q1-K1-H5 

BLASTX 

gl076715 - 

203 

7.0e-16 

88 

41 

abscisic acid-induced protein HVA22 
(L19119) A22 [Hordeum vulgare] 

196399 

23869_1.R1039 
LIB3146-025-Q1-K1-C8 

196400 

23871JL.R1039 
LIB3146-056-Q1-K1-E2 



barley >gi I 404589 



- barley >gi I 404589 



196401 

23875_1.R1039 

LIB3147-058-Q1-K1-B8 

BLASTX 

gll73187 

708 

9.0e-75 

142 

96 

40S RIBOSOMAL PROTEIN S23 (S12) >gi | 1362041 | pir | | S56673 
ribosomal protein S23.e, cytosolic (clone RJ3) - garden 
strawberry >gi 1643074 (U19940) putative 40S ribosomal 
protein sl2 [Fragaria x ananassa] 

196402 

23880_1.R1039 

uC-gsflmaxxa028c04bl 

BLASTX 

gl938424 

490 

3.0e-49 

170 

57 

(U97002) similar to acyl-CoA dehydrogenases and epoxide 
hydrolases [Caenorhabditis elegans] 

196403 

23883JL.R1039 

LIB3146-026-Q1-K2-E11 

BLASTX 

g3169180 

994 

1.0e-108 



26473 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5" -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197 
93 

(AC004401) putative casein kinase II catalytic subunit 
[Arabidopsis thaliana] 

196404 

23885_1.R1039 
LIB3146-026-Q1-K2-E2 

196405 

23886_1.R1039 

uC-gsronu33B078gllbl 

BLASTN 

g22116 

134 

6.0e-69 

334 

85 

Z.mays ZMACK2 mRNA for casein kinase II alpha subunit 
196406 

23890_1.R1039 

uC-gsflnu33B127c02bl 

BLASTX 

g2911052 

171 

4.0e-12 

65 
60 

(AL021961) putative protein [Arabidopsis thaliana] 
196407 

23893J..R1039 
LIB3146-058-Q1-K1-B10 

196408 

23894__1.R1039 

LIB3189-005-P1-K1-F6 

BLASTX 

g3928142 

1178 

1.0e-130 

250 

32 

(AJ131045) protein phosphatase [Cicer arietinum] 
196409 

23897_1.R1039 

LIB3146-025-Q1-K1-F4 

BLASTX 

g2135842 

216 

2.0e-17 

75 

59 

nucleolar phosphoprotein pl30 - human 

>gi|663008|emb|CAA84063| (Z34289) nucleolar phosphoprote 



26474 



pl30 [Homo sapiens] 





196410 




?3899 1 R1039 


5' -most EST 


LIB3L4 6-025-Q1-K1-F7 


Method 


BLASTX 


TJP'DT CT 
WLdI bl 




dLlRoi score 


_L *± 1 


E value 


£ flea— HQ 


Match length 


97 


■6 xQencxxy 


"J 


WL/Di uescrxptxon 


fzxirn491 anyin Tf^cfnrsn^p "Far*"!"* 


oeq. IMU . 


196411 






5' -most EST 


LIB3189-027-P1-K1-H6 


Method 


BLASTX 






DjUfioi score 




E value 


1.0e-80 


Match length 


166 


% identity 


ft Q 


jNUbi jjescription 


/nQH£fi^ rihnQOTnfll rvT*ni~f^in Til? 


Seq. No, 


196412 


Contxg ID 




o -most bb 1 




Seq . No . 


xy o4 1j 


Contxg ID 




5 -most EST 


Lil.bOl4 O U^O yx JM vjO 


Seq. No. 


X y 04 X4 


uoncxg jlu 




J LlL\J O L Liu i. 


LTB3166-018-P1-K1-D4 


Method 


BLASTX 


NCBI GI 


gl943751 


BLAST score 


610 


E value 


2.0e-63 


Match length 


134 


% identity 


86 


NCBI Description 


(U93845) Arabidopsis thaliana 



8 [Arabidopsis thaliana] 



-type calcxum pump 
protein, complete sequence >gi 12078292 (U96455) ER-type 
Ca2+-pumping ATPase; ECAlp [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



196415 

23911JL.R1039 
LIB3146-025-Q1-K1-H1 



Seq. No. 
Contig ID 
5' -most EST 



196416 

23912_1.R1039 
LIB3197-058-Q1-M1-C9 



Seq. No. 
Contig ID 
5' -most EST 



196417 

23913JL.R1039 

LIB314 6-026-Q1-K2-H11 



26475 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196418 

23914JL.R1039 

LIB3149-013-Q1-K1-F10 

BLASTX 

g3242785 

722 

2.0e-76 
190 
75 

(AF055355) 
thaliana] 



respiratory burst oxidase protein C [Arabidopsis 



Seq. No. 


196419 


Contig ID 


23919_1;R1039 


5 -most EbT 


T TR^1 m — Kl — H*7 


Seq. No. 


19o4zu 


Contig ID 


23924 l.Rluoy 


5 1 -most EST 


T TU*51 A £ — ClO R _ 0 _ 7\ 1 o 

L1dj14 0 UZO yi J\i i\±£ 


Seq. No. 


196421 


Contig ID 




5 f -most EST 


uC-gsf lnu33B08 IdOoDl 


Method 


BLASTX 


NCBI GI 


g481818 


BLAST score 


838 


E value 


5 . Oe-90 


Match length 


ICO 

158 


% identity 


94 


NCBI Description 


coproporphyrinogen oxidase - so 


Seq. No. 


196422 


Contig ID 


23931 1.R1039 


o -most, hjbi 


JjIdjI'iD UZj \i± D-L 


Method 


BLASTX 


NCBI GI 


g2245136 


BLAST score 


664 


E value 


7.0e-70 


Match length 


164 


% identity 


76 


NCBI Description 


(Z97344) trehalose- 6-phosphate 


[Arabidopsis thaliana] 


Seq. No. 


196423 


Contig ID 


23934_1.R1039 


5 1 -most EST 


uC-gsflmaxxa067bllbl 


Method 


BLASTX 


NCBI GI 


g2507617 


BLAST score 


585 


E value 


1.0e-109 


Match length 


283 



% identity 

NCBI Description 



70 



(U90341) chalcone synthase homolog PrChSl [Pinus radiata] 



Seq. No. 
Contig ID 
5' -most EST 



196424 

23936_1.R1039 
LIB3272-019-P1-K1-C8 



26476 



Method 


BLASTX 


NCBI GI 


g3860255 


BLAST score 


325 


E value 


o . ue— ou 


Match length 


14U 


% identity 


50 


NCBI Description 


(ACUUooz4j nypotnetiCdi prouem i_/h.c±jjj-uu|J£5X£5 luci-l. 


Seq. No. 


iy o4zo 


Contig ID 




5 -most EST 


LiDji^io uzo yi rvz. k^u 


Method 


BLASTX 


NCBI GI 


g3860258 


BLAST score 


145 


E value 


*7 Art no 

/ . ue-u y 


Match length 


"3 Q 
JO 


% identity 


68 


NCBI Description 


(AC005824) unknown protein [Arabidopsis thaliana] 


Seq. No. 


iy o4Zo 


Contig ID 


23952 1.R1039 


5 '-most EST 


LIB314 6-025-Q1-K2-F7 


Seq. No. 


196427 


Contig ID 


23956 1.R1039 


5 1 -most EST 


LIB314 6-025-Q1-K2-D4 


Seq. No. 


196428 


Contig ID 


23958 1.R1039 


5' -most EST 


LIB3189-040-P1-K1-D9 


Seq. No. 


iy o4z y 


Contig ID 


23961_1 . R1039 


5 1 -most EST 


LIB3165-041-Q1-K1-B9 


Seq. No. 


196430 


Contig ID 


23968_1 .R1039 


5 1 -most EST 


T TD"31 A C-^QC-Dl _ Lfl _U/ 

LIdji^D Uj D rX J\X xl^ 


Method 


BLASTX 




rrl 7flft Q71 


BLAST score 


207 


E value 


2.0e-16 


Match length 


74 


% identity 


53 


NCBI Description 


(R) -MANDELONITRILE LYASE ISOFORM 1 PRECURSOR 



(HYDROXYNITRILE LYASE 1) { (R) -OXYNITRILASE 1) 
>gi|421871|pir| IS32156 mandelonitrile lyase (EC 4.1.2.10) - 
black cherry >gi | 288116 | emb | CAA51194 | (X72617) 
mandelonitrile lyase [Prunus serotina] >gi 1 1730332 (U78814) 
(R) -(+) -mandelonitrile lyase isoform MDL1 precursor [Prunus 
serotina] >gi 1 1090776 iprf | | 2019441A mandelonitrile lyase 
[Prunus serotina] 

Seq. No. 196431 

Contig ID 23984_1 .R1039 

5 '-most EST LIB314 6-025-Q1-K2-G7 

Method BLASTX 



26477 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4567275 
147 

4.0e-09 

187 

29 

{AC006841) hypothetical protein [Arabidopsis thaliana] 
196432 

24005JL.R1039 

LIB3146-026-Q1-K2-B11 

BLASTX 

gl082801 

545 

1.0e-55 

238 
46 

splicing factor SF3a60 - human >gi | 551450 | emb | CAA57388 | 
(X81789) splicing factor SF3a60 [Homo sapiens] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196433 

24055_1.R1039 

LIB3146-026-Q1-K2-G1 

BLASTX 

g3894171 

509 

2.0e-51 

209 
48 

(AC005312) 
thaliana] 



putative glutathione s-transf erase [Arabidopsis 



Seq. No. 
Contig ID 
5 T -most EST 



196434 

24080_1.R1039 
LIB3146-027-Q1-K1-H7 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196435 

24088_1.R1039 

g5044301 

BLASTX 

g4490739 

497 

4.0e-50 

173 

63 

(AL035708) putative protein [Arabidopsis thaliana] 
196436 

24091_1.R1039 

LIB3272-007-P1-K1-H2 

BLASTX 

g4314390 

144 

1.0e-08 

52 
62 

(AC006232) putative calcium binding protein [Arabidopsis 
thaliana] 



26478 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196437 

24094JL.R1039 

LIB314 6-027-Q1-K1-C4 

BLASTX 

g3860321 

267 

6.0e-30 

98 

73 

(AJ012687) beta-galactosidase 



[Cicer arietinum] 



196438 

24098_1.R1039 

g5046166 

BLASTX 

g2961390 

432 

2.0e-72 

161 

80 

(AL022141) beta-galactosidase like protein [Arabidopsis 
thaliana] 

196439 

24098_2.R1039 

uC-gsronu33B169c03bl 

BLAST N 

g3860320 

63 

9.0e-27 

151 

85 

Cicer arietinum mRNA for beta-galactosidase, clone 
CanBGal-5 



Seq. No. 


196440 


Contig ID 


24100 1.R1039 


5 '-most EST 


LIB314 6-027-Q1-K1-C12 


Method 


BLASTX 


NCBI GI 


g857397 


BLAST score 


935 


E value 


1.0e-101 


Match length 


203 


% identity 


86 


NCBI Description 


(D50870) mitotic cyclin 


Seq. No. 


196441 


Contig ID 


24130 1.R1039 


5 T -most EST 


LIB3148-051-Q1-K1-D11 


Method 


BLASTX 


NCBI GI 


g3913518 


BLAST score 


205 


E value 


7.0e-16 


Match length 


54 


% identity 


81 


NCBI Description 


3 ' { 2 1 ) , 5 ' -BISPHOSPHATE 



26479 



(3 1 {2 1 ) , 5-BISPHOSPHONUCLEOSIDE 3 1 (2 ') -PHOSPHOHYDROLASE) 
(DPNPASE) >gi | 1103921 (U40433) 3 1 (2 T ) , 5 1 -bisphosphate 
nucleotidase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196442 

24132J..R1039 

LIB3197-044-Q1-M1-E5 

BLASTX 

g2895576 

220 

2.0e-17 

237 

24 

(AF041337) vacuolar proton pump subunit SFD beta isoform 
[Bos taurus] 



Seq. No. 


i n. if a a *3 

196443 


L-ontiig lu 




C l ___._,+. TOT 

o —most: Jtjb i 




Method 


BLASTX 


NCBI GI 


g2832625 


BLAST score 


O Q Q 


E value 


i . Ue-44 


Match length 


170 


% identity 


50 


NCBI Description 


(ALU^il/ii) putative protein L^raoiaops. 


Seq. No. 


196444 


Contig ID 


z4i/y i.Riuoy 


C 1 -»s~ _ _ 4_ T7I cm 

5 -most EST 




Seq. No. 


196445 


Contig ID 


24190 1.R1039 


5 1 -most EST 


LIB3165-060-Q1-K1-H12 


Method 


BLASTX 


NCBI GI 


gl255954 


BLAST score 


465 


E value 


2.0e-46 


Match length 


110 


% identity 


76 


NCBI Description 


(Z70677) thioredoxin [Ricinus communis 


Seq. No. 


196446 


Contig ID 


24192 1.R1039 


5' -most EST 


LIB3148-054-Q1-K1-H10 


Method 


BLASTX 


NCBI GI 


g3914449 


BLAST score 


1626 


E value 


0.0e+00 


Match length 


313 


% identity 


100 


NCBI Description 


26S PROTEASE REGULATORY SUBUNIT 7 (26S 



PROTEASOME SUBUNIT 
7) >gi|3172331 (AF041258) 26S proteasome subunit 7 [Prunus 
persica] 



Seq. No. 
Contig ID 



196447 

24195 1.R1039 



26480 



5 '-most EST 



LIB3146-028-Q1-K1-E1 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196448 

24206_1.R1039 

LIB314 6-028-Q1-K1-E6 

BLASTX 

g3204125 

345 

2.0e-32 
83 
81 

(AJ006766) 
arietinum] 



putative Pi starvation-induced protein [Cicer 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



196449 

24207JL.R1039 

g5046521 

BLASTX 

g2224731 

542 

2.0e-55 

152 
70 

(AB004932) Aux22d [Vigna radiata] 
196450 

24207_2.R1039 

uC-gsronu33B170g03bl 

BLASTX 

gl!68607 

248 

2.0e-35 

103 

72 

AUXIN-INDUCED PROTEIN AUX2-11 >gi 1 16197 | emb | CAA37526 | 
(X53435) Aux2-ll protein [Arabidopsis thaliana] >gi | 454285 
(L15450) auxin-responsive protein [Arabidopsis thaliana] 

196451 

24210JLR1039 
LIB3166-001-Q1-K1-A7 

196452 

24212JL.R1039 

LIB3146-028-Q1-K1-F11 

BLASTX 

g3738092 

548 

4.0e-56 

126 

83 

(AC005617) similar to glyoxysomal malate dehydrogenase 
[Arabidopsis thaliana] 

196453 

24213JL.R1039 
LIB3165-022-P1-K1-C11 



26481 



Method 
NCBI GI 
BLAST score 
E value 
Match length 
%_ identity 
L NCBI Description 



BLASTX 

g35.60264 

332 

2.0e-30 

191 

43 

(AL031535) 



soli family protein [Schizosacpharomyces pombe] 



'ft©. 



196454 



Contig id 


24215 1.R1039 




5 -most EbT 


uC-gs f ImaxxaO 4 8b0 5bl 




Seq. No. 


196455 




Contig id 


24224 1.R1039 




5 -most EST 


LIB3189-026-P1-K1-A11 




Method 


BLASTX 




N0B1 bl 


g3415117 




BLAST score 


251 




E value 


2.0e-21 




Match length 


71 




% identity 


66 




NCBI Description 


(AF081203) villin 3 [Arabidopsis thaliana] 


Seq. No. 


196456 




Contig ID 


24238 1.R1039 




5 '-most EST 


LIB3146-028-Q1-K1-H8 




Method 


BLASTX 




NCBI GI 


g4467124 




BLAST score 


278 




E value 


1.0e-24 




Match length 


100 




% identity 


60 


[Arabidopsi; 


NCBI Description 


(AL035538) hypothetical protein 


Seq. No. 


196457 




Contig ID 


24242 1.R1039 




5' -most EST 


g3326335 




Method 


BLASTX 




NCBI GI 


g4512667 




BLAST score 


532 




E value 


4.0e-54 




Match length 


159 




% identity 


64 


[Arabidopsis 


NCBI Description 


(AC006931) putative MAP kinase 


Seq. No. 


196458 




Contig ID 


24242 2.R1039 




5 '-most EST 


LIB3147-055-Q1-K1-F3 




Seq. No. 


196459 




Contig ID 


24248 1.R1039 




5' -most EST 


LIB3146-030-Q1-K1-A7 




Method 


BLASTX 




NCBI GI 


g2737894 




BLAST score 


670 




E value 


2.0e-70 




Match length 


169 





26482 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5" -most EST 



72 

(U59151) Cbf5p homolog [Homo sapiens] 
196460 

24251JL.R1039 
uC-gsronu33B17 9bl2bl 
BLASTX 

g3249096 "\ " - - 

332 

8.0e-31 

100 
68 

(AC003114) Match to mRNA for importin alpha-like protein 4 
(impa4) gb|Y14616 from A. thaliana. ESTs gb|N96440 / 
gb|N37503, gb|N37498 and gb|T42198 come from this gene. 
[Arabidopsis thaliana] 

196461 

24252_1.R1039 

LIB314 6-030-Q1-K1-B10 

BLASTX 

g3355480 

148 

2.0e-09 

58 

47 

(AC004218) Medicago nodulin N21-like protein [Arabidopsis 
thaliana] 

196462 

24256JL.R1039 

g5045402 

BLASTN 

g4220636 

37 

5.0e-U 

109 

89 

Arabidopsis thaliana genomic DNA f chromosome 5, PI clone: 
MFB16, complete sequence [Arabidopsis thaliana] 

196463 

24258JL.R1039 
g5048293 

196464 

24258_2.R1039 
g5049542 

196465 

24260JL.R1039 
g5050858 

196466 

24264JL.R1039 
LIB3147-015-Q1-K1-A9 



26483 



Seq. No. 196467 

Contig ID 24267J.. R1039 

5 '-most EST uC-gsf lnu33B129dl0bl 

Method BLASTN 

NCBI GI g2618602 

BLAST score 51 

E value 1.0e-19 

Match length 160 

% Identity 89 ^ 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSJ1, complete sequence [Arabidopsis thaliana] 



Seq. No. 196468 

Contig ID 24269JL . R1039 

5' -most EST uC-gsf lnu33B114g05bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196469 

24275JL.R1039 

uC-gsflnu33B109c01bl 

BLASTX 

gl42742 

1392 

1.0e-155 

261 
99 

(M73248) cryIA(c)3 [Bacillus thuringiensis] 



196470 

24277JL.R1039 

LIB3146-030-Q1-K1-D6 

BLASTX 

gl076515 

221 

5.0e-18 

110 

44 

pectinesterase precursor 
>gi | 732913 | emb i CAA59482 | 
vulgaris] 



- kidney bean 

(X85216) pectinesterase [Phaseolus 



196471 

24280_1.R1039 

LIB3146-030-Q1-K1-E1 

BLASTN 

g3258636 

92 

4.0e-44 

296 
83 

Populus tremuloides clone Pt4CL2 4-coumarate:CoA ligase 
mRNA, complete cds 



Seq. No. 196472 

Contig ID 24283_1.R1039 

5' -most EST LIB3197-046-Q1-M1-E6 

Method BLASTX 

NCBI GI g3608137 



26484 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
ConfeL§ ID 
5' -most EST 



316 

6.0e-29 

119 

51 

(AC005314) unknown protein [Arabidopsis thaliana] 
196473 

24290J..R1039 
LIB3146-030-Q1-K1-E8 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 



196474 

24291_1.R1039 

uC-gsronu33B168e07bl 

BLASTX 

g3892057 

903 

1.0e-97 

206 
45 

(AC002330) hypothetical protein [Arabidopsis thaliana] 
196475 

24295_2.R1039 
LIB314 6-030-Q1-K1-F2 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



196476 

24297_1.R1039 

uC-gsflnu33B145e06bl 

BLASTX 

gll72597 

226 

2.0e-18 

47 

91 

WOUND-INDUCED BASIC PROTEIN >gi | 81888 | pir | IJS0731 
wound-inducible basic protein - kidney bean >gi 1169365 
(L00625) basic protein [Phaseolus vulgaris] 
>gi|217989|dbj |BAA02299| (D12914) 5.8 kb basic protein 
[Phaseolus vulgaris] 

196477 

24301JL.R1039 
g3220217 

196478 

24308_1.R1039 
LIB3165-023-P1-K1-D7 



Seq. No. 
Contig ID 
5 ( -most EST 

Seq. No. 

Contig ID 
5 '-most EST 



196479 

24317JL.R1039 
uC-gsronu33B114d05bl 

196480 

24325_1.R1039 
LIB3146-032-Q1-K1-A2 



Seq. No. 



196481 



26485 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24331_1.R1039 

LIB314 6-032-Q1-K1-A9 

BLASTX 

g2618698 

871 

7.0e-94 

257 
67 

(AC002510) unknown protein [Arabidopsis thaliana] 
196482 

24334_1.R1039 

g5046729 

BLASTN 

g2618683 

42 

5.0e-14 

121 

83 

Arabidopsis thaliana chromosome II BAC T32G6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

196483 

24339_1.R1039 

uC-gsflnu33B006h!0bl 

BLASTX 

g2983537 

147 

2.0e-09 

55 

53 

(AE000720) phosphate transport ATP binding protein [Aquifex 
aeolicus] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196484 

24353JL.R1039 

LIB3147-015-Q1-K1-G4 

BLASTX 

g4325372 

290 

9.0e-26 
148 
51 

(AF128396) 
isomerases 



contains similarity to protein disulfide 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



196485 

24369JL.R1039 
LIB314 6-032-Q1-K1-E3 



Seq. No. 

Contig ID 
5' -most EST 



196486 

24370_1.R1039 
LIB3146-032-Q1-K1-E4 



Seq. No. 
Contig ID 
5" -most EST 



196487 

24379_1.R1039 
LIB3146-032-Q1-K1-F2 



26486 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, - 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3021485 

429 

4.0e-42 

87 

100 

(AJ224 932) 



histone H2B-3 [Lycopersicon esculentum] 



196488 

24382_1.R1039 

uC-gsronu33Bl62b07b2 

BLASTX 

gl39780 

210 

1.0e-19 

97 

55 

WOUND- INDUCED PROTEIN 
- potato 



1 >gi| 82293 | pir | | JQ0398 wunl protein 



Seq. No. 196489 

Contig ID 24390_1.R1039 

5' -most EST LIB3146-032-Q1-K1-G4 

Method BLASTX 

NCBI GI g4454009 

BLAST score 201 

E value 2.0e-15 

Match length 128 

% identity 38 

NCBI Description (AL035396) putative protein [Arabidopsis thaliana] 

Seq. No. 196490 

Contig ID 24391_1 .R1039 

5' -most EST uC-gsf Imaxxa097e06fc>l 

Method BLASTX 

NCBI GI g3860333 

BLAST score 389 

E value 1.0e-37 

Match length 97 

% identity 70 . 
NCBI Description (AJ012693) basic blue copper protein [Cicer arietinum] 

Seq. No. 196491 

Contig ID 24392JL.R1039 

5 '-most EST uC-gsf Imaxxa054el2bl 

Method BLASTX 

NCBI GI g4539371 

BLAST score 239 

E value 1.0e-25 

Match length 191 

% identity 41 

NCBI Description (AL049525) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 



196492 

24399_1.R1039 

g5048222 

BLASTX 



26487 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq . No . 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4454011 
291 

6.0e-26 

107 

58 

(AL035396) putative protein [Arabidopsis thaliana] 
196493 

24413JL.R1039 

LIB3147-060-Q1-K1-C10 

BLASTX 

g3219939 

173 

2.0e-12 

141 
35 

HYPOTHETICAL 116.5 KD PROTEIN C20G8.09C IN CHROMOSOME I 
>gi|2094864|emb|CAB086031 (Z95334) unknown 
[Schizosaccharomyces pombe] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196494 

24415JL.R1039 

LIB3146-052-Q1-K1-E8 

BLASTX 

gl708971 

297 

1.0e-26 

142 

40 

(R)-MANDELONITRILE LYASE ISOFORM 1 PRECURSOR 
(HYDROXYNITRILE LYASE 1) ( (R) -OXYNITRILASE 1) 
>gi|421871|pir| IS32156 mandelonitrile lyase (EC 4.1.2.10) - 
black cherry >gi 1 288116 I emb | CAA51194 | (X72617) 
mandelonitrile lyase [Prunus serotina] >gi 1 1730332 (U78814) 
(R}-(+) -mandelonitrile lyase isoform MDL1 precursor [Prunus 
serotina] >gi 1 1090776 Iprf || 2019441A mandelonitrile lyase 
[Prunus serotina] 



Seq. No. 

Contig ID 

5 ! -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



196495 

24425_1.R1039 

LIB314 6-033-Q1-K1-C1 

BLASTX 

g3540195 

1157 

1.0e-127 

242 

46 

(AC004260) Unknown protein [Arabidopsis thaliana] 
196496 

24431JL.R1039 

LIB3146-033-Q1-K1-C6 

BLASTX 

g320565 

179 

2.0e-13 
73 



26488 



0 XUXfll Ul L- y 


49 




transposon TA1-1 KAS-1 - Arabidopsis thaliana (fragment 




196497 


Pont" in T H 


24434 1 R1039 


5 '-most EST 


LIB3197-041-Q1-M1-G1 


Method 


BLASTX 


NCBI GI- 


g3395427 


BLAST score 


267 


u v ax u. c 


4 ,0e-23- 


M^i+T'hi 1 en nth 

l id L-Oli X \3i ly L..11 


143 


o X tat: 11 L X t_y 


47 


WPRT Pj*=* ct r* y 1 fit* 1 C\T\ 


(AC004 683} unknown Drotein r Arabidopsis thaliana] 


Qprr T\Jo 


196498 


Print" "i rr TD 
v^k^iii- x y XL/ 


24438 1.R1039 


5 1 -most EST 


LIB3146-033-Q1-K1-D12 


Mpt hnri 


BLASTX 


KFPRT (IT 

LN^DX VJX 


rr3482918 


BLAST score 


366 


E value 


5.0e-35 




94 


% "J H^Tli* 1 *T\T 


77 


NCBI Description 


(AC003970) Similar to ATP-citrate-lyase [Arabidopsis 




thaliana] 


Qo^r "NT /-^ 

oecj . WO • 


1 Q64QQ 

X _7 \J *± 17 -7 




1 R1039 




JjlD Jl 1 U S^X £\X Ej£* 


oeq • ino • 






*± *± KJ \J £~ • r\x \J sj J 


R 1 -7T10<?t EST 


LIB31T6-033-O1-K1-F6 


i J.C LlivU 


BLASTX 


NCBI GI 


gl684851 


BliAST score 


232 


Hi v Cl-L 


4 . Oe-19 


MalT^n "I enrrt*h 


81 


% identity 


57 


NCBI Description 


(U77935) DnaJ-like protein [Phaseolus vulgaris] 




196501 


Contig ID 


24472 1.R1039 


5 1 -most EST 


LIB3146-033-Q1-K1-G12 


C^rf Mo 


196502 


Prtn +- i rr T Pi 
L^OIluXy ±U 


£.*± *± f Q X • X\X \J *J J 


>J ILL wo L HiO 1 




oeq • lmu . 


X JUJ u o 


I 01 /-s 4- -5 ™- T T\ 

Lomiy ijj 




5 1 -most EST 


LIB314"6-033-Ql-Kl-G8 


Method 


BLASTX 


NCBI GI 


gl703200 


BLAST score 


821 


E value 


4.0e-88 


Match length 


185 



26489 



% identity 

NCBI Description 



83 

PROTEIN KINASE AFC 2 >gi| 601789 (U16177) protein kinase 
[Arabidopsis thaliana] >gi 1 642130 I dbj | BAA08214 | (D45353) 
protein kinase [Arabidopsis thaliana] 

>gi|4220516|emb|CAA22989| (AL035356) protein kinase (AFC2) 
[Arabidopsis thaliana] 



oeq. in o . 


1 36^04. 


L-onrxg iu 




5' -most EST 


uC-gsflnu33B009el2bl 


o e q • in u • 


i^UJU J 


^ontig -LL> 


9 A APQ 1 Pi 03Q 


0 — IUOSl Htbl 


L1DJ14D Ujj JaX nO 


Method 


DJUriO -LIN 






DiiAbi score 


1 Q 


E value 


i . ue jj 


i v iaucn lengtn 


AO Q 


is lueniity 


o u 


NCBI Description 


Nicotiana tabacum PK12 protein kinase (PK12) mRNA, complete 




cds 


Seq. No. 


i q c c n a 


Contig ID 


O A A QQ 1 D1 AQQ 


5 -most EST 


T TD01 AC f\0 il /~\ "1 t^*1 7\ Q 

LIBJ14 o-Uo4-Ql-i\l-Ao 


Method 


ot 7i onnv 
nL/iolA 


NCBI GI 


g^z4oloy 


BLAST score 


0 *7 n 

1 /o 


E value 


z . ue— 


Match length 


xu / 


% identity 


54 


NCBI Description 


(Z97344) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


196507 


Contig ID 


24506JL.R1039 


3 -mOSt, tiOl 


J_iJ.r30 O UjU yl JaI rij 


Method 


DT 71 C TV 


NCBI GI 


g2493321 


BLAST score 


248 


E value 


o . ue ^ i 


Match length 


jj 


% identity 


85 


NCBI Description 


L-ASCORBATE OXIDASE PRECURSOR (ASCORBASE) (ASO) 








precursor - common tobacco >gi | 599594 [ dbj | BAA07734 | 




(D43624) ascorbate oxidase precursor [Nicotiana tabacum] 


Seq. No. 


196508 


Contig ID 


24507 1.R1039 


5 '-most EST 


LIB3146-034-Q1-K1-B12 


Seq. No. 


196509 


Contig ID 


24519 1.R1039 


5 '-most EST 


uC-gsflmaxxa028a09bl 


Seq. No. 


196510 



26490 



Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24520JL.R1039 

LIB3146-034-Q1-K1-C3 

BLASTX 

g2244835 

359 

4.0e-34 

132 

52 

(Z97337) protein kinase homolog [Arabidopsis thaliana] 
196511 

24527_1.R1039 

LIB3146-034-Q1-K1-D12 

BLASTX 

g3298443 

272 

5.0e-24 

111 

47 

(AB010880) chloroplast ribosomal protein L17 [Nicotiana 
tabacum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196512 

24536_1.R1039 

LIB3165-030-P1-K1-E4 

BLASTX 

g4262223 

176 

2.0e-12 

54 

52 

(AC006200) RING-H2 finger protein RHA2b [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



196513 

24537JL.R1039 
LIB3146-034-Q1-K1-E6 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



196514 

24543_1.R1039 

LIB3147-011-Q1-K1-D2 

BLASTX 

g4510383 

1143 

1.0e-125 

324 
71 

(AC007017) unknown protein 
196515 

24555_2.R1039 

uC-gsronu33B143cl2bl 

BLASTX 

g4220514 

305 

7.0e-40 
117 



[Arabidopsis thaliana] 



26491 



% identity 69 

NCBI Description (AL035356) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196516 

24559JL.R1039 

uC-gsflnu33B130e07bl 

BLASTX 

g!174583 

257 

8.0e-22 

200 

34 

TRANS ALDOLASE >gi | 1074653 | pir | | D64167 hypothetical protein 
HI1125 - Haemophilus influenzae (strain Rd KW20) 
>gi | 1574680 (U32792) transaldolase B (talB) [Haemophilus 
influenzae Rd] 



Seq. No. 
Contig ID 
5 '-most EST 



196517 

24561_1.R1039 

LIB314 6-034-Q1-K1-H10 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196518 

24562_1.R1039 

LIB3147-031-Q1-K1-B2 

BLASTX 

g3947614 

126 

4.0e-ll 

97 

40 

(AL023828) cDNA EST yk491f8.5 comes from this gene 
[Caenorhabditis elegans] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196519 

24570_1.R1039 

LIB3272-036-P1-K1-D10 

BLASTX 

g2462758 

377 

3.0e-36 

126 

60 

(AC002292) putative RNA-binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196520 

24576_1.R1039 

g5047901 

BLASTX 

g549750 

262 

1.0e-22 

175 

35 

HYPOTHETICAL 29.4 KD PROTEIN IN STE6-LOS1 INTERGENIC REGION 
>gi | 5392211 pir! IS38045 hypothetical protein YKL207w - yeast 
(Saccharomyces cerevisiae) >gi | 486369 | emb | CAA82052 I 



26492 



(Z28207) ORF YKL207w [Saccharomyces cerevisiae] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E . value 

Match length 

% identity 

NCBI Description 



196521 

24579JL.R1039 

uC-gs f lmaxxa 0 1 4 cO 3b 1 

BLASTX 

g4263791 

540 

6.0e-70 

151 

88 

(AC006068) putative receptor protein kinase [Arabidopsis 
thaliana] 



Seq* No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196522 

24579_2.R1039 

uC-gsflmaxxa014c09bl 

BLASTX 

g4263791 

432 

2.0e-42 

114 

77 

(AC006068) putative receptor protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



196523 

24586_1.R1039 

LIB3196-025-P1-M1-C3 

BLASTX 

g3176965 

494 

5.0e-50 

120 

84 

(AF067967) pyrroline-5-carboxylate synthetase 
[Mesembryanthemum crystallinum] 

196524 

24589_1.R1039 

LIB3146-035-P1-K1-G5 

BLASTN 

g3176964 

72 

3.0e-32 

268 

82 

Mesembryanthemum crystallinum pyrroline-5-carboxy!at€ 
synthetase (P5CS) mRNA, complete cds 

196525 

24597_1.R1039 
LIB3146-036-P1-K1-B1 



Seq. No. 
Contig ID 
5 '-most EST 



196526 

24605_1.R1039 
LIB3146-036-P1-K1-D4 



26493 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 
g3023436 
1179 

1.0e-130 
248 
90 

CAFFEOYL- COA O-METHYLTRANSFERASE 
3 -O-METHYLTRANSFERASE ) ( CCOAMT ) 
(D27116) caffeoyl-CoA 3-O-methyltransf erase [Populus 
tremuloides] 



(TRANS -CAFFEOYL -COA 
CCOAOMT) >gi | 857578 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



196527 

24605_2.R1039 

uC-gsronu33B155c01b2 

BLASTX 

g684942 

501 

9.0e-51 

97 

94 

(U20736) S-adenosyl-L-methionine: trans-caff eoyl-CoA 
3-O-methyltransf erase [Medicago sativa subsp. sativa] 

196528 

24613_4.R1039 

LIB3149-003-P1-K1-A5 

BLASTX 

g3600030 

167 

1.0e-ll 

134 

37 

(AF080119) contains similarity to ankyrin repeats (Pfam: 
ank.hmm, score: 13.93, 14.93 and 27.78) [Arabidopsis 
thaliana] 

196529 

24614J..R1039 

LIB3146-036-P1-K1-F1 

BLASTX 

gll75252 

144 

5.0e-09 

92 

37 

HYPOTHETICAL PROTEIN HI0488 >gi | 1074418 | pir | | D64008 
hypothetical protein HI0488 - Haemophilus influenzae 
(strain Rd KW20) >gi 11573468 (U32731) conserved 
hypothetical protein [Haemophilus influenzae Rd] 

196530 

24619_1.R1039 
LIB3146-036-P1-K1-F6 



Seq. No. 
Contig ID 
5 1 -most EST 



196531 

24635_1.R1039 
LIB3146-037-P1-K1-A1 



26494 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



BLASTX 

g3540180 

441 

1.0e-43 

156 
46 

(AC004122) 



Unknown protein [Arabidopsis thaliana] 



196532 

24637_1.R1039 
LIB3146-060-Q1-K1-E4 



Seq. No* 
Contig ID 
5' -most EST 



196533 

24640_1.R1039 
LIB3165-045-Q1-K1-A2 



Seq. No. 
Contig ID 
5' -most EST 



196534 

24646JL.R1039 
LIB3146-037-P1-K1-B1 



Seq. No. 
Contig ID 
5 '-most EST 



196535 

24654JL.R1039 
LIB314 6-037-P1-K1-B8 



Seq. No. 
Contig ID 
5 '-most EST 



196536 

24657JL.R1039 
LIB3146-037-P1-K1-C11 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



196537 

24658_1.R1039 

LIB3146-038-P1-K1-C11 

BLASTX 

g3551247 

486 

5.0e-49 

144 

68 

(AB012703) 181 [Daucus carota] 
196538 

24665JL.R1039 
LIB3146-038-P1-K1-C9 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Contig ID 
5 '-most EST 



196539 

24669_1.R1039 

LIB3166-017-P1-K1-B11 

BLASTX 

g3927838 

485 

1.0e-48 

121 

78 

(AC005727) unknown protein [Arabidopsis thaliana] 
196540 

24677_1.R1039 
uC-gsronu33B041fllbl 



26495 



Method 




NCBI GI 


gl934730 


BLAST score 


528 


E value 


f . Ue _ 


Match length 


128 


% identity 


75 


NCBI Description 


(U95036) germin-like protein [Arabidopsis 


Seq. No. 


196541 


Contig ID 




5' -most EST 


LIB31 97-04 1-Ql-Ml-Eo 


Seq. No. 


196542 


Contig ID 


24685 1.R1U39 


o -most EbT 


uc— gsronuj jdUo uauoDi 


Method 




NCBI GI 


gl881585 


BLAST score 


264 


E value 


o . ue-zo 


Match length 


a n 

90 


% identity 


58 


NCBI Description 


(U72489) remorin [Solanum tuberosum] 


Seq. No. 


i n c c a o 
19654:5 


Contig ID 


24687 1.R1039 


5 T -most EST 


LIB3146-037-P1-K1-E9 


Seq. No. 


196544 


Contig ID 


24688_1 .R1039 


5 '-most EST 


LIB3197-Q0 /-Pl-Ml-Dl 


Method 


BLAo IX 


NCBI GI 


g3746069 


BLAST score 


159 


E value 


2.0e-10 


Match length 


119 


% identity 


32 


NCBI Description 


(ACUUo3ii) putative reverse transcriptase 




thaliana] 


Seq. No. 


196545 


Contig ID 


24704 1.R1039 


b -most EST 


uc-gsroniijjDi ozcu idz 


Method 


tSlxtio 1 A 


NCBI GI 


gl!69012 


BLAST score 


946 


E value 


1.0e-103 


Match length 


198 


% identity 


89 



NCBI Description 



C0P1 REGULATORY PROTEIN (FUSCA PROTEIN FUS1) >gi 1402685 
(L24437) regulatory protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



196546 

24706JL.R1039 
uC-gsflnu33B115b07bl 



Seq. No. 
Contig ID 



196547 

24709 1.R1039 



26496 



5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI .Description 

Seq. No. 
Contig ID 
5' -most EST 



LIB3146-061-Q1-K1-G3 

BLASTX 

gl498053 

514 

7.0e-80 
196 
85 

(U64436) 



ribosomal protein S8 [Zea mays] 



196548 

24710_1.R1039 
LIB3146-037-P1-K1-H4 



Seq. No. 
Contig ID 
5' -most EST 



196549 

24717_2.R1039 
LIB3196-029-P1-M1-G7 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



196550 

24718J..R1039 

LIB3146-038-P1-K1-A12 

BLASTX 

g2462834 

237 

7.0e-20 

87 

54 

(AF000657) hypothetical protein [Arabidopsis thaliana] 
196551 

24720__1.R1039 

uC-gsflnu33B093b02bl 

BLASTX 

g2894611 

386 

6.0e-37 

270 

43 

(AL021889) putative protein [Arabidopsis thaliana] 
196552 

24725JL.R1039 

LIB3146-038-P1-K1-A9 

BLASTX 

g2443751 

811 

5.0e-87 

177 

88 

(AF020303) 
(AC002535) 



fumarase [Arabidopsis thaliana] >gi 12529676 
putative fumarase [Arabidopsis thaliana] 



196553 

24736JL.R1039 

uC-gsflmaxxa045fl0bl 

BLASTX 

g2827551 

344 



26497 



E value 8.0e-32 

Match length 207 

% identity 50 

NCBI Description (AL021635) predicted protein [Arabidopsis thaliana] 

Seq. No. 196554 

Contig ID 24738JL .R1039 

5' -most EST LIB3146-038-P1-K1-C1 

Method BLASTX 

NCBI GI g2370232 

BLAST score 251 

E value 1.0e-42 

Match length 123 

% identity 72 

NCBI Description (AJ001341) putative acyl-CoA oxidase [Hordeum vulgare] 

Seq. No. 196555 

Contig ID 24744_1 .R1039 

5' -most EST LIB3146-038-P1-K1-C5 

Seq. No. 196556 , 

Contig ID 24749JL.R1039 

5 '-most EST LIB3146-038-P1-K1-D1 

Seq. No. 196557 

Contig ID 24770_1 .R1039 

5' -most EST LIB3146-038-P1-K1-F1 

Method BLASTX 

NCBI GI g4263790 

BLAST score 588 

E value 1.0e-60 

Match length 133 

% identity 88 

NCBI Description (AC006068) putative ch-TOG protein [Arabidopsis thaliana] 

Seq. No. 196558 

Contig ID 24775_1 .R1039 

5 '-most EST LIB3148-004-Q1-K1-G8 

Method BLASTX 

NCBI GI g2894598 

BLAST score 256 

E value 6.0e-22 

Match length 97 

% identity 46 

NCBI Description (AL021889) putative protein [Arabidopsis thaliana] 

Seq. No. 196559 

Contig ID 24775_2 .R1039 

5' -most EST LIB3166-052-P1-K1-G1 

Method BLASTX 

NCBI GI g2662469 

BLAST score 222 

E value 5.0e-18 

Match length 50 

% identity 86 

NCBI Description (AF034217) ribosomal protein S6 [Arabidopsis thaliana] 



26498 



Seq. No. 


1 a r c n n 

lyoooU 


Contig ID 


z4/yi l.RiuJy 


5 '-most EST 




Metnoa 




NCBI GI 


gooo /20U 


BLAST score 


411 


E value 


2.0e-74 


Match length 


"ITT 
1 / / 


% identity 


O A 


NCBI Description 


(AC005169) putative arginine 




[Arabidopsis thaliana] 


Seq. No. 


ly oo bl 


Contig ID 


24794 1.R1039 


5 '-most EST 


t t T5 o i m noQ oiT i\/ri ni n 

LiBoiy / -u^y-yi-Mi-uiu 


Seq. No. 


196562 


Contig ID 


24797 l.RlOoy 


5' -most EST 


LIBJ2 /2-U19-P1-KI-CO 


Method 


BLASTX 


NCBI GI 


gl213069 


BLAST score 


1050 


E value 


T A« 11C 

1 . Oe-llo 


Match length 


O O A 

230 


% identity 


83 


NCBI Description 


(X79675) dihydrodipicolmate 


Seq. No. 


196563 


Contig ID 


24809_1.R1039 


5 '-most EST 


LIB314 6-039-Q1-K1-B5 


Method 


BLASTX 


NCBI GI 


g3451075 


BLAST score 


177 


E value 


1 . Oe-12 


Match length 




% identity 


41 


NCBI Description 


(AL031326) putative protein 


Seq. No. 


196564 


Contig ID 


24814 1.R1039 


i— * i_ t-i o m 

5 ' -most EST 


«. C A /I A 1 1 

g5u49411 


Method 


BLASTX 




goZ3 yu y 0 


BLAST score 


1669 


E value 


0.0e+00 


Match length 


383 


% identity 


53 


NCBI Description 


(AC003114) Match to mRNA for 



(impa4) gb|Y14616 from A. thaliana. ESTs gbiN96440 / 
gb|N37503, gb|N37498 and gb|T42198 come from this gene. 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



196565 

24817_1.R1039 
LIB3146-039-Q1-K1-C4 



Seq. No. 



196566 



26499 



Contig ID 
5 '-most EST 
Method 

NCBI Q3r^-ffo ~ 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



, 24823JL.R1039 
' tlB3146-039-Ql-Kl-D12 
£LASTX 

^1351-791; * k * 

460 

5.0e-46 

139 

19 

HYPOTHETICAL 57.0 KD TRP-ASP REPEATS CONTAINING PROTEIN IN 
CPR4-SSK22 INTERGENIC REGION >gi | 8324 9 | pir | | S19487 
hypothetical protein YCR072c - yeast (Saccharomyces 
cerevisiae) >gi 1 1907211 1 emb | CAA4 2270 | (X59720) YCR072c, 
len:515 [Saccharomyces cerevisiae] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196567 

24826JL.R1039 

g5049702 

BLASTX 

g2129726 

919 

1.0e-122 

268 

82 

RNA polymerase II third largest chain RPB35.5A - 
Arabidopsis thaliana >gi 1514318 (L34770) RNA polymerase II 
third largest subunit [Arabidopsis thaliana] 
>gi|4544370|gb|AAD22281.1|AC006920_5 (AC006920) RNA 
polymerase II, third largest subunit [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196568 

24828JL.R1039 

uC-gsflmaxxa045allbl 

BLASTX 

g4126405 

525 

3.0e-53 

117 

91 

(AB011798) homolog to defender against apoptotic death 1 
[Citrus unshiu] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196569 

24836JL.R1039 

LIB3148-058-Q1-K1-G5 

BLASTX 

g4204804 

455 

3.0e-45 

124 

67 

(U52520) cyclin [Pisum sativum] 



Seq. No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI 



196570 

24845_1.R1039 

LIB3146-039-Q1-K1-F3 

BLASTX 

g2760322 



26500 



BLAST score 


484 


E value 




Maxcn lengun 


19 6 

1 Z U 




7 1 


NCBI Description 


f &rC\P\ 9 1 "30 \ V1KI91 7 f a-ra"hi Hnric;-! a 1-hal i anal 

liiLUU^lOv / E XviZ. x • / ^rii. QJJXUU^olo L.na.xxa.iia.j 


beq. no. 




0 An 4- J TI*\ 

konurg iu 




0 —ItlOSTZ HiOl 


XlX.D,jX4u UJJ Se£l IV - L ^-L-L 


Method 


bLAol A 


NCBI GI 


g3953471 


BLAST score 


531 


E value 




jyiaxcn xengrn 


IAS 
X *i O 


identity 


oz 


NCBI Description 


/npnri9'^'>Q\ P99H9 1 TZX-raHi HnriQ i <3 "hhslTSrirll 


Seg. No. 


1 y DO / Z 


Contig ID 


Z4oOZ 1 .KIUj? 


3 ItlOSu hio 1 


yblUiiU.jJDvUiiii.JJi 


Method 


DT 7\ CPV 

nliAo i A 


NCrSl 


nrOO A A Q 9 £ 

gZZ440ZO 


BLAST score 


387 


E value 


3.0e-37 


Match length 


p p 

o 0 


% identity 


7 £ 
/ 0 


NCBI Description 


(Zy/job) replication control protein iiuiuuiuy 




thaliana] 


Seq. No. 


1 9oo / J 


Contig ID 


z 4 o / d i . kxu oy 


0 —mOSt JljOl 


T TTS^I ~AQ — fl £7 — ril — 'K'l — Z\1 
LlDJl^O / yl J\X riX 


Method 


TDT 7\ OTY 

jdXjAo 1 A 


NCBI GI 


g3335366 


BLAST score 


218 


E value 


1 Ho— 1 7 

x . ue x / 


Match length 


00 


% identity 


00 


NCBI Description 


^ALUU jUZO j UIlKnOwn pxOX-exIl L/ilaJJlUOpolo uhclx. 


beq. mo. 


X i?00 / 4 


Contig ID 


Z4ooz X.KXUjy 


0 IUOSTL tiol 


XiXijjXfto u^tU yi rvx 


Metnoa 


dXiAo 1 A 


NCBI GI 


g477430 


BLAST score 


317 


E value 


z . ue— z y 


Match length 


y y 


% identity 


62 


NCBI Description 


nucleolar protein pl20 - mouse (fragment) 


o€q« 1NU . 


1 jyj / J 


Contig ID 


24888 1.R1039 


5' -most EST 


uC-gsflnu33B005f01bl 


Seq. No. 


196576 


Contig ID 


24918_1.R1039 



26501 



5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3189-023-P1-K1-F2 

BLASTX 

g4098129 

559 

2.0e-57 

115 

88 

(U73588) sucrose synthase [Gossypium hirsutum] 
196577 

.24918_2.R1039 
LIB3149-013-Q1-K1-A2 
BLASTX 
g4098129 
242 

2.0e-20 

49 

96 

(U73588) sucrose synthase [Gossypium hirsutum] 
196578 

24930JL.R1039 

g5047761 

BLASTX 

gll76485 

153 

1.0e-09 

104 

37 

HYPOTHETICAL 16.2 KD PROTEIN IN IME2-MEF2 INTERGENIC REGION 
>gi 1 1078244 |pir | IS53383 probable membrane protein YJL104w - 
yeast (Saccharomyces cerevisiae) >gi | 728706 | emb | CAA59390 | 
(X85021) orf 8 [Saccharomyces cerevisiae] 
>gi|1009450 | emb | CAA8 9399 | (Z49379) ORF YJL104w 
[Saccharomyces cerevisiae] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196579 

24932_1.R1039 

LIB3272-039-P1-K1-H2 

BLASTX 

g3738302 

220 

1.0e-17 

109 

44 

(AC005309) tubby-like protein [Arabidopsis thaliana] 

>gi 14249398 (AC006072) putative tubby protein [Arabidopsis 

thaliana] 



Seq. No, 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



196580 

24934_1.R1039 

LIB3146-041-Q1-K1-A10 

BLASTX 

g549893 

187 

5.0e-14 
43 



26502 



% identity 


84 




NCBI Description 


(U09342) homeobox protein [Arabidopsis thaliana] 


Seq- No. 


196581 




Contig ID 


24937_1.R1039 




CI rrt/-\ct+- TOT 1 

o —most zjoi 


T T"D *3 1 A C C\ A 1 — Hi — Tfl —AO 
LlhS j14 D— U 4 1— yi ixl ru* 




Metnoa 


BLASTX 




NCBI GI 


g3551257 




BLAST score 


288 




E value 


5.0e-26 




Match length 


96 




% identity 


21 




NCBI Description 


(AB012708) 98b [Daucus carota] 




Seq. No. 


196582 




Contig ID 


24956_1.R1039 




5 -most Ebl 


uC-gsronuJoBUblnllDi 




Method 


BLASTX 




NCBI GI 


g3281855 




BLAST score 


164 




E value 


4.0e-ll 




Match length 


111 




% identity 


38 


thaliana] 


NCBI Description 


(AL031004) hypothetical protein [Arabidopsis 


Seq. No. 


196583 




Contig ID 


24961JL.R1039 




5 -most EST 


LIB314 6-041-Q1-K1-CD 




Method 


BLASTX 




NCBI GI 


g2275199 




BLAST score 


466 




E value 


1.0e-46 




Match length 


142 




% identity 


71 


thaliana] 


NCBI Description 


(AC002337) hypothetical protein [Arabidopsis 


Seq. No. 


196584 




Contig ID 


24962 1.R1039 




5 -most EST 


LIB3197-053-Q1-M1-D8 




Method 


BLASTX 




NCBI GI 


g2244826 




BLAST score 


820 




E value 


5.0e-88 




Match length 


197 




% identity 


79 


[Arabidops. 


NCBI Description 


(Z97336) replication control protein homolog 




thaliana] 




Seq. No. 


196585 




Contig ID 


24967 1.R1039 




5 ' -most EST 


g5050347 




Method 


BLASTX 




NCBI GI 


g4158230 




BLAST score 


330 




E value 


1.0e-30 




Match length 


108 




% identity 


57 





26503 



NCBI Description (Y18625) amylogenin [Triticum aestivum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E. value 

Match length 

% identity 

NCBI Description 



196586 

24977_1.R1039 

uC-gsflmaxxa096g07bl 

BLASTX 

g2529668 

925 

1.0e-100 

211 
82 

(AC002535) putative photolyase/blue-light receptor 
[Arabidopsis thaliana] >gi 13319288 (AF053366) 
photolyase/blue light photoreceptor PHR2 [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 1 -most EST 



196587 

24981JL.R1039 
LIB3146-041-Q1-K1-E6 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196588 

24993JL.R1039 

uC-gsronu33B032b!2bl 

BLASTX 

g3738331 

251 

2.0e-21 

55 

76 

(AC005170) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5" -most EST 



196589 

25000_1.R1039 
LIB3165-044-Q1-K1-G2 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196590 

25004JL.R1039 

LIB314 6-04 9-Q1-K1-A1 

BLASTX 

g99749 

333 

5.0e-31 

100 
72 

probable serine/threonine-specif ic protein kinase ATPK64 
{EC 2.7.1.-) - Arabidopsis thaliana 
>gi|217843|dbj |BAA01731| (D10937) protein kinase 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 1 -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



196591 

25011JL.R1039 

uC-gsronu33B044d04bl 

BLASTX 

g2979565 

367 

4.0e-35 
84 



26504 



II • 



% identity 


Q "3 
O J 


NCBI Description 


(AC003680) putative sin3 associated polypeptide (SAP18) 




[Arabidopsis thaliana] 


Seq. No. 


i9oo9z 


Contig ID 


zouio l.Kiujy 


5 -most EST 


Lib Ol o y — UZ 4 — irl-JXl— tSO 


Seq. No. 


19 ob9 J 


Conti.g ID 


zouzu l.Kiuoy 


b ' -most Lbl 




Method 




NCBI GI 


g3044218 


BLAST score 


384 


E value 


4 . ue-j / 


Match length 




% identity 


76 


NCBI Description 


(AF057144) signal peptidase [Arabidopsis thaliana] 


Seq. No. 


iy 0094 


Contig ID 


25021 1.R1039 


5' -most EST 


LIB3147-057-Q1-K1-G2 


Seq. No. 


196595 


Contig ID 


25049 l.RlUoy 


5 '-most EST 


uC-gsronu33B134auoDl 


Seq. No. 




Contig ID 


o r a r r 1 t*i i Aon 

25066 1 .R1039 


5 1 -most EST 


LIB J 14 b— U4 £— Ul— 1\1 — bo 


Method 


BLASTX 


NCBI GI 


g2632252 


BLAST score 


198 


E value 


o Art on 

z . ue-zu 


Match length 


154 


% identity 


41 


NCBI Description 


(Ylz4o4) serine/ tnreonme Kinase L^orgnum Dicoiorj 


Seq. No. 


196597 


Contig ID 


25068 1.R1039 


5 -most EST 


uu-gsronuj jdiuiuiidi 


Method 


BLASTX 


NCBI GI 


g3334 /bo 


BLAST score 


551 


E value 


3.0e-56 


Match length 


111 


% identity 


95 


NCBI Description 


[iloo/^.) putative argmme/ serine ricn bpixoiiiy iciului 




[Medicago sativa] 


Seq. No. 


196598 


Contig ID 


25068 2.R1039 


5' -most EST 


uC-gsflnu33B144c09bl 


Method 


BLASTX 


NCBI GI 


g3334756 


BLAST score 


466 


E value 


1.0e-46 



26505 



Match length 

% identity 

.NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



113 
81 

(Y16672) putative arginine/serine-rich splicing factor 
[Medicago sativa] 

196599 

25076_1.R1039 
LIB3146-042-Q1-K1-H8 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thaliana DI19 mRNA (NID: g469110) 



196600 

25078_1.R1039 
LIB3272-026-P1-K1-D2 

196601 

25084_1.R1039 
LIB3147-006-Q1-K1-E6 

196602 

25089_2.R1039 

LIB3146-054-Q1-K1-D11 

BLASTX 

g2191171 

152 

8.0e-10 

80 

45 

(AF007270) similar to A. 
[Arabidopsis thaliana] 

196603 

25090_1.R1039 
LIB3197-003-P1-M1-B3 



196604 

25102_1.R1039 

uC-gsronu33B116c03bl 

BLASTN 

g2558961 

78 

9.0e-36 

210 

86 

Gossypium hirsutum histone H2B1 mRNA, complete cds 
196605 

25111_1.R1039 

LIB3189-037-P1-K1-A12 

BLASTX 

g2583130 

109 

4.0e-12 

162 

32 

(AC002387) putative reverse transcriptase [Arabidopsis 
thaliana] 



Seq. No. 



196606 



26506 



Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25115_1.R1039 

LIB3166-050-P1-K1-A5 

BLASTX 

gl345787 

1018 

l.Oe-111 

202 

96 

CHALCONE SYNTHASE 2 {NARINGENIN-CHALCONE SYNTHASE 2) 
>gi 1567 937 | dbj |BAA05641| (D26594) chalcone synthase 
[Camellia sinensis] 



196607 

25127JL.R1039 

LIB3272-031-P1-K1-C10 

BLASTX 

gl483218 

219 

2.0e-17 

100 

50 

(X99793) induced upon wounding stress 
thaliana] 



[Arabidopsis 



196608 

25128_1.R1039 

LIB314 6-043-Q1-K1-E5 

BLASTX 

g4580575 

417 

1.0e-40 

142 

59 

(AF08217 6) auxin response 



factor 9 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



196609 

25142_1.R1039 
LIB3147-023-Q1-K1-A3 



Seq. No. 
Contig ID 
5 '-most EST 



196610 

25145_1.R1039 

LIB314 6-043-Q1-K1-G12 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



196611 

25163JL.R1039 

LIB314 9-056-Q1-K1-C9 

BLASTX 

g2253442 

206 

7.0e-16 

56 
62 

(AF007784) LTC0R11 [Lavatera thuringiaca] 
196612 

25175JL.R1039 
uC-gsronu33B164e02b2 



26507 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3213227 

218 

2.0e-17 

139 

35 

(AF035209) putative v- SNARE Vtila [Mus musculus] 

>gi 1 3421062 (AF035823) 29-kDa Golgi SNARE [Mus musculus] 



Seq. No. 
Contig ID 
5 '-most EST 



196613 

25182_1.R1039 
LIB3146-044-Q1-K1-B5 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196614 

25186JL.R1039 

LIB3146-044-Q1-K1-C1 

BLASTN 

g2828184 

39 

2.0e-12 

79 
87 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MSN9, complete sequence [Arabidopsis thaliana] 



Seq. No. 


196615 






Contig ID 


25187 1.R1039 






5 '-most EST 


LIB3146-044-Q1- 


-Kl- 


-CIO 


Seq. No. 


196616 






Contig ID 


25189 1.R1039 






5' -most EST 


LIB3165-018-P1- 


-Kl- 


-G8 


Seq. No. 


196617 






Contig ID 


25199 1.R1039 






5' -most EST 


LIB3272-018-P1- 


-Kl 


-H2 


Method 


BLASTX 






NCBI GI 


g4490728 






BLAST score 


324 






E value 


7.0e-30 






Match length 


99 






% identity 


64 






NCBI Description 


(AL035709) putative prot< 


Seq. No. 


196618 






Contig ID 


25201 1.R1039 






5 '-most EST 


LIB3146-044-Q1- 


-Kl 


-D2 


Seq. No. 


196619 






Contig ID 


25205 1.R1039 






5 '-most EST 


LIB3146-044-Q1- 


-Kl 


-D6 


Method 


BLASTX 






NCBI GI 


g3687250 






BLAST score 


355 






E value 


1.0e-33 






Match length 


82 






% identity 


79 







26508 



NCBI Description 



(AC005169) putative arginine n-methyltransf erase 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196620 

25206_1. R1039 

uC-gsflnu33B085cl0bl 

BLASTX 

gl730171 

1594 

1.0e-178 

344 

88 

GLUCOSE- 6- PHOSPHATE ISOMERASE, CYTOSOLIC 1 (GPI) 
(PHOSPHOGLUCOSE ISOMERASE) (PGI) (PHOSPHOHEXOSE ISOMERASE) 
(PHI) >gi|1370066|emb|CAA61574| (X89394) 
glucose- 6-phospJiate isomerase [Clarkia williamsonii] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196621 

25211_1.R1039 

LIB314 6-044-Q1-K1-E12 

BLASTX 

g2764941 

393 

3.0e-38 

90 

73 

(X98255) transcriptionally stimulated by gibberellins; 
expressed in meristematic region, and style [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196622 

25212JL.R1039 

uC-gsronu33B160dllbl 

BLASTX 

gll4171 

240 

5.0e-20 

48 

90 

3-PHOSPHOSHIKIMATE 1 - C ARBOX Y V I N YLT RANS EE RAS E PRECURSOR 
(3-ENOLPYRUVYLSHIKIMATE- 5- PHOSPHATE SYNTHASE) (EPSP 
SYNTHASE) >gi | 99781 i pir | | S12744 3-phosphoshikimate 
1-carboxyvinyltransf erase (EC 2.5.1.19) precursor - rape 
>gi|17815 |emb|CAA35839| (X51475) 

5-enolpyruvylshikimate-3-phosphate synthase [Brassica 
napus ] 



Seq. No. 
Contig ID 
5' -most EST 



196623 

25216JL.R1039 
uC-gsflmaxxa096gllbl 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



196624 

25219J..R1039 

uC-gsronu33B051e01bl 

BLASTX 

gl724114 

174 



26509 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-12 

63 

62 

(U80041) AflO-protein [Avena fatua] 
196625 

25225_1.R1039 

LIB3146-044-Q1-K1-F6 

BLASTX 

g2104446 

142 

4.0e-22 

107 
59 

(Z95396) WD-repeat protein [Schizosaccharomyces pombe] 
196626 

25229_1.R1039 

uC-gsronu33B154g08b2 

BLASTX 

g2598049 

566 

3.0e-58 

126 

87 

(Y15269) chloroplast drought-induced stress protein, 34 kD) 
[Solanum tuberosum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



196627 

25230JL.R1039 

LIB3146-044-Q1-K1-G11 

BLASTX 

g!669341 

343 

2.0e-32 

131 

53 

(D45066) AOBP (ascorbate oxidase promoter-binding protein) 
[Cucurbit a maxima] 

196628 

25233_1.R1039 

LIB3146-044-Q1-K1-G4 

BLASTX 

gl617206 

399 

7.0e-39 

122 

66 

(Z72489) CP12 [Pisum sativum] 
196629 

25238_1.R1039 

LIB3196-041-P1-M1-H4 

BLASTX 

g3702327 

150 



26510 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



1.0e-09 

92 
41 

(AC005397) unknown protein [Arabidopsis thaliana] 
196630 

25241_1.R1039 
LIB3146-044-Q1-K1-H11 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



196631 

25244JL.R1039 

g5048413 

BLASTX 

g4056437 

433 

3.0e-77 

214 

69 

(AC005990) Strong similarity to PFAM PF| 00069 Eukaryotic 
protein kinase domain. [Arabidopsis thaliana] 

196632 

25256JL.R1039 

g5044501 

BLASTX 

g4337175 

489 

4.0e-49 

143 

67 

(AC006416) ESTs gb|T20589, gb|T04648, gb|AA597906, 
gb|T04111, gb|R84180, gb|R65428, gb|T44439, gb|T76570, 
gb|R90004, gb|T45020, gb|T42457, gb|T20921, gb|AA042762 and 
gb|AA720210 come from this gene. [Arabidopsis thaliana] 

196633 

25265J..R1039 
LIB3165-008-P1-K1-E10 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



196634 

25270_1.R1039 

LIB3197-035-Q1-M1-B6 

BLASTX 

gl617274 

754 

4.0e-80 

271 

73 

(Z72152) AMP-binding protein [Brassica napus] 
196635 

25272_1.R1039 

LIB3147-027-Q1-K1-E12 

BLASTX 

g4204313 

459 

4.0e-50 



26511 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139 
76 

(AC003027) lcl|prt_seq No definition line found 
[Arabidopsis thaliana] 

196636 

25285JL.R1039 

LIB3146-046-Q1-K1-D1 

BLASTX 

g3024657 

380 

2.0e-36 

112 

68 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG (GOS2 PROTEIN) 

>gi 1 2668740 (AF034944) translation initiation factor; GOS2 

[Zea mays] 

196637 

25292_1.R1039 

LIB3146-046-Q1-K1-D6 

BLASTX 

g4218144 

382 

1.0e-36 

115 

66 

(AJ132398) glutathione transferase, GST 10b [Arabidopsis 
thaliana] 

196638 

25308_1.R1039 
LIB3146-046-Q1-K1-F11 

196639 

25309JL.R1039 

LIB3165-011-P1-K1-G10 

BLASTX 

gl483218 

205 

6.0e-16 

159 

36 

(X99793) induced upon wounding stress [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5' -most EST 



196640 

25311JL.R1039 
LIB3272-030-P1-K1-A3 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



196641 

25312JL.R1039 
LIB3146-046-Q1-K1-F4 

196642 

25315_1.R1039 
uC-gsflmaxxa003hlObl 



26512 



© 



Seq. No. 


196643 


Contig ID 


25323 1.R1039 


5 ' -most EST 


uL-gsiinuoobuzocu4Di 


Seq. No. 


196644 


Contig ID 




5' -most EST 


LIB314 6-04 6-Q1-K1-G / 


Method 


BLASTX 


NCBI GI 


g3776577 


BLAST score 


435 


E value 


7 . Oe-43 


Match length 


1 JU 


% identity 


63 


NCBI Description 


/ t\ nnn C TOO \ rnOOnOO O yl r A^^k-i /-\ v>l e> o ■l-K^l i anal 

(ACUuoooo) l^2rizz.^4 [Araoiaopsis inaixanaj 


Seq. No. 


196645 


Contig ID 


2o32o l.RlU3y 


5* -most EST 


uC-gsronu33B078h04bl 


Method 


BLASTX 


NCBI GI 


g4455207 


BLAST score 


415 


E value 


1 . Oe-40 


Match length 


89 


% identity 


88 


NCBI Description 


(AL035440) ubiquitin-like protein [Arabidopsis thaliana 


Seq. No. 


196646 


Contig ID 


25333 — 1.R1039 


5' -most EST 


LIB3147-058-Q1-K1-D11 


Seq. No. 


196647 


Contig ID 


25334 1.R1039 


5' -most EST 


LIB314 6-046-Q1-K1-H3 


Method : , . / 


BLASTX 


NCBI GI < > 


g3334299 ' ' ( 


BLAST score 


189 


E value 


3.0e-14 


Match length 


41 


% identity 


93 


NCBI Description 


PROTEASOME, ALPHA SUBUNIT (MULT I CATALYTIC ENDOPEPTI DASE 


COMPLEX ALPHA SUBUNIT) >gi | 2315211 | emb | CAA74725 | (Y1433 




proteasome alpha subunit [Lycopersicon esculentum] 


Seq. No. 


196648 


Contig ID 


25346_1.R1039 


5' -most EST 


LIB314 6-047-Q1-K1-A8 


Seq. No. 


196649 


Contig ID 


25348_1 . R1039 


5 ' -most EST 


uC-gs rlmaxxa I) y oc i i 


Method 


BLASTX 


NCBI GI 


g4049354 


BLAST score 


844 


E value 


1.0e-120 


Match length 


248 


% identity 


84 



26513 



NCBI Description (AL034567) glycine hydroxymethyltransf erase (EC 
2.1.2.1) -like protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196650 

25356JL.R1039 

LIB314 6-047-Q1-K1-B7 

BLASTX 

g3695061 

598 

6.0e-62 
208 
64 

(AF064788) 
japonicus] 



rac GTPase activating protein 2 [Lotus 



Seq. No. 


196651 


Contig ID 


25361 1.R1039 


5 1 -most EST 


LIB314o-U4 /-Q1-K1-C4 


Method 


BLASTX 


NCBI GI 


g2088658 


BLAST score 


626 


E value 


4 . Oe-65 


Match length 


201 


% identity 


66 


NCBI Description 


(AF002109) unknown protein [Arab 


Seq. No. 


196652 


Contig ID 


25374_1.R1039 


5' -most EST 


LIB314 6-047-Q1-K1-D7 


Seq. No. 


196653 


Contig ID 


25375__1.R1039 


5' -most EST 


LIB314 6-047-Q1-K1-D9 


Method 


BLASTX 


NCBI GI 


g3668118 


BLAST score 


740 


E value 


9. Oe-79 


Match length 


164 


% identity 


32 


NCBI Description 


(AJ224078) hypothetical protein 


Seq. No. 


196654 


Contig ID 


25384 1.R1039 


5' -most EST 


LIB3148-050-Q1-K1-D5 


Method 


BLASTX 


NCBI GI 


g3068704 


BLAST score 


714 


E value 


2.0e-75 


Match length 


172 


% identity 


40 


NCBI Description 


(AF049236) unknown [Arabidopsis 


Seq. No. 


196655 


Contig ID 


25395 1.R1039 


5 '-most EST 


LIB3148-032-Q1-K1-F12 


Seq. No. 


196656 



26514 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 



25404JL.R1039 

LIB3146-047-Q1-K1-G4 

BLASTX 

gl00294 

497 

4.0e-50 

182 
34 

ribonucleoprotein B, 29K - wood tobacco 

>gi|14135|emb|CAA43428| (X61114) 29kD B ribonucleoprotein 
[Nicotiana sylvestris] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196657 

25410_1.R1039 

LIB3146-047-Q1-K1-H10 

BLASTX 

g3176690 

1597 

1.0e-179 

339 

91 

(AC003671) 
cerevisiae . 



Similar to ubiquitin ligase gb|D63905 from S. 
EST gb|R65295 comes from this gene. 





[Arabidopsis thaliana] 


Seq. No. 


196658 


Contig* ID 


25422 1.R1039 


5 f -most EST 


uC-gsronu33B049c07bl 


Method 


BLASTX 


NCBI GI 


g629670 


BLAST score 


857 


E value 


4.0e-92 


Match length 


242 


% identity 


69 


NCBI Description 


hypothetical protein - tomato 


Seq. No. 


196659 


Contig ID 


25429 1.R1039 


5 '-most EST 


LIB3146-048-Q1-K1-A8 


Method 


BLASTX 


NCBI GI 


g4415931 


BLAST score 


426 


E value 


4.0e-42 


Match length 


121 


% identity 


67 


NCBI Description 


(AC006418) unknown protein [A: 



>gi | 4559393 | gb | AAD23053. 1 | AC006526_18 
protein [Arabidopsis thaliana] 



(AC006526) unknown 



Seq. No. 
Contig ID 
5 '-most EST 



196660 

25438J..R1039 
LIB3146-048-Q1-K1-B5 



Seq. No. 
Contig ID 
5" -most EST 
Method 



196661 

25443JL.R1039 

uC-gsronu33B078f07bl 

BLASTX 



26515 



NCBI GI 


g3717946 


BLAST score 


328 


E value 


o . ue-jU 


Match length 


.LIU 


% identity 


62 


NCBI Description 


(AJ005901) vagi [Arabidopsis thaliana] 


Seq. No. 


1 O /" C ^"O 

lyooo^ 


Contig ID 


25448 1.R1039 


5 '-most EST 


LIB3166-042-P1-K1-B2 


beg. wo. 




uonrig id 


Z040 / 1 . KlUoy 


o —most: ho l 


j_iiboi4 d— u4o— yi— J\± — Ui 1 


Seq. No. 


i o r c c a 


Contig ID 


oc/no i moon 
Zo4 15 1 . RlUJy 


o most hoi 


J_iliiol4 / — Uo4— yi— rvl— U1Z 


jyier.nooi 




NCBI GI 


g4263702 


BLAST score 


216 


E value 


o . ue— i / 


Match length 


DO 


% identity 


71 


NCBI Description 


(AC006223) hypothetical protein [Arabidops 


Seq. No. 


196665 


Contig ID 


25474 1.R1039 


5 '-most EST 


LIB3146-048-Q1-K1-E7 


Seq. No* 


190000 


Contig ID 


25479_1 .R1039 


5 -most EST 


uC-gsronu33B089g02bl 


Seq. No* 


19ooo7 


Contxg ID 


^54oo 1.R10J9 


rr f _ _ j_ ■corn 

D -most EST 


LIBilo9-U JO-Pl-Kl-Fi 


Method 


ntiAblA 


NCBI bl 


gz yz^ozu 


BLAST score 


907 


E value 


3.0e-98 


Match length 




% identity 




NCBI Description 


(ALUzzU2J) plasma membrane intrinsic prote 




[Arabidopsis thaliana] 


Seq. No. 


196668 


Contig ID 


25495_1.R1039 


o -most EST 


uC-gsf Imaxxa014b04bl 


Method 


"DT A OT"iV 


NUlil Knl 


go i / duo 


BLAST score 


514 


E value 


3.0e-52 


Match length 


157 


% identity 


64 


NCBI Description 


(L37790) cationic peroxidase [Stylosanthes 



(SIMIP) 



26516 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



196669 

25497J..R1039 
uC-gsronu33B132d04bl 

196670 

25508J..R1039 
LIB3166-007-P1-K1-B10 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



196671 

25513J..R1039 

LIB3146-049-Q1-K1-A5 

BLASTX 

gll8514 

243 

1.0e-20 

45 

100 

TURGOR-RESPONSIVE PROTEIN 26G >gi | 100051 1 pir | | S11863 
aldehyde dehydrogenase homolog - garden pea 
>gi|20681|emb|CAA38243L (X54359) 508 aa peptide [Pisum 
sativum] 

196672 

25516_1.R1039 

LIB3149-038-Q1-K1-E1 

BLASTX 

g3122258 

512 

6.0e-52 

128 

78 

EUKARYOTIC TRANSLATION INITIATION FACTOR 6 (EIF-6) (B4 
INTEGRIN INTERACTOR) (CAB) >gi 12809383 (AF022229) 
translation initiation factor 6 [Homo sapiens] 
>gi|2910997|emb|CAA72243| (Y11435) b4 integrin interactor 
[Homo sapiens] >gi|3335506 (AF047433) b (2) gen homolog [Homo 
sapiens] >gi | 4504771 1 ref | NP_002203 . 1 1 pITGB4BP | integrin 
beta 4 binding protein 

196673 

25522JL.R1039 
LIB3146-049-Q1-K1-B5 

196674 

25541_1.R1039 
LIB3166-017-P1-K1-E8 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196675 

25542JL.R1039 

LIB3166-031-P1-K1-D1 

BLASTX 

g4335755 

229 

7.0e-19 

111 

47 

(AC006284) putative hydroxyproline-rich glycoprotein 



26517 



[Arabidopsis thaliana] 



Seq. No, 


19 00 / O 


Lontig iu 


ij04b l.KlUoy 


5' -most EST 


LIB3196-034-P1-M1-A2 


Method 


BLASTX 


NCBI GI 


g441o90o 


BLAST score 


O Ci o 


E value 


5.0e-38 


Match length 


110 


% identity 


d4 


NCBI Description 


(AC006282) unknown protein [Arabidopsis 


Seq. No. 


196677 


Contig ID 


25549 1.R1039 


rr ■ , a. T"> f« m 

5 -most EST 


LIB314 8-017-Q1-K1-H2 


Seq. No. 


196678 


Contig ID 


25559 1.R1039 


5 -most EST 


LIB314 6-04 9-Q1-K1-E9 


Seq. No. 


196679 


Contig ID 


25560_1 .R1039 


5 '-most EST 


LIB314 6-049-Q1-K1-F1 


Seq. No. 


196680 


Contig ID 


25576 1.R1039 


5' -most EST 


LIB3146-04 9-Q1-K1-G7 


Method 


BLASTX 


NCBI GI 


g2911068 


BLAST score 


752 


E value 


5. Oe-80 


Match length 


145 


% identity 


88 


NCBI Description 


(AL021960) G10 - like protein [Arabidops 


Seq. No. 


196681 


Contig ID 


25583 1 . R1039 


5 '-most EST 


LIB3146-049-Q1-K1-H2 


Method 


BLASTX 


XTOT3T /~i T 

NCBI GI 


g4455351 


BLAST score 


172 


E value 


4.0e-12 


Match length 


48 


% f<fentity 


65 


NCBI Description 


(AL035524) putative protein [Arabidopsis 


Seq. No. 


196682 


Contig ID 


25596 1.R1039 


5 '-most EST 


LIB314 6-050-Q1-K1-B10 


Seq. No. 


196683 


Contig ID 


25599_1.R1039 


5 '-most EST 


uC-gsf Imaxxa076a05bl 


Method 


BLASTX 


NCBI GI 


g629561 


BLAST score 


267 



26518 



E value 
Match length 
% identity 
NCBI Description 



3.0e-23 

141 

40 

SRG1 protein - Arabidopsis thaliana 
>gil479047|emb|CAA55654| (X79052) SRG1 [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST' 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196654 

25602_1.R1039 

uC-gsflnu33B058b05bl 

BLASTX 

g3935169 

313 

2.0e-28 

68 
88 

(AC004557) F17L21.12 



[Arabidopsis thaliana] 



196685 

25608_1.R1039 

uC-gsronu33B058c04bl 

BLASTX 

g4138581 

427 

4.0e-42 

144 

23 

(X98474) mitochondrial energy transfer protein 
tuberosum] 



196686 

25611_1.R1039 

LIB3148-020-Q1-K1-E11 

BLASTX 

g2244993 

259 

2.0e-22 

103 

53 

(Z97341) similarity to 
[Arabidopsis thaliana] 



[Solanum 



AMP-activated protein kinase beta 



Seq. No. 
Contig ID 



196687 

25616_1.R1039 

LIB3166-033-P1-K1-E2 

BLASTX 

g3249084 

826 

2.0e-88 

246 

26 

(AC004473) Similar to red-1 (related to thioredoxin) 
gb 1X92750 from Mus musculus. ESTs gblAA712687 and 
gb[Z37223 come from this gene [Arabidopsis thaliana] 

196688 

25622 1.R1039 



gene 



26519 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g5045625 
BLASTX 
gl21736 
672 

1.0e-70 

198 

64 

GLUTATHIONE S- TRANSFERASE 1 (SR8) (CLASS-THETA) 
>gi|99589|pir| IS16604 glutathione transferase (EC 2,5.1. IE 
CARSR8 - clove pink >gi 1 18330 | emb | CAA4127 9 | (X58390) 
glutathione s-transf erase [Dianthus caryophyllus] 
>gi 1167968 (M64268) glutathione transferase [Dianthus 
caryophyllus ] 



Seq. No. 


196689 


Contig ID 


25627_1.R1039 


5' -most EST 


LIB314 6-050-Q1-K1-E12 


Seq. No. 


196690 


Contig ID 


zooJU l.RlUJy 


5 '-most EST 


LIB3148-051-Q1-K1-F9 


Method 


BLASTX 


NCBI GI 


g3738297 


BLAST score 


159 


E value 


1.0e-10 


Match length 


60 


% identity 


13 


NCBI Description 


(AC005309) unknown protein [Arabidopsis thaliana] 


Seq. No. 


196691 


Contig ID 


25631 1.R1039 


5" -most EST 


LIB3165-051-Q1-K1-D12 


Method 


BLASTX 


NCBI GI 


g452357 


BLAST score 


472 


E value 


2.0e-47 


Match length 


95 


% identity 


97 


NCBI Description 


(Z29591) guanine nucleotide regulatory protein [VIcia 



>gi|1098294 |prf i 
faba] 



I2115367B small GTP-binding protein [Vicia 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196692 

25633_1.R1039 

LIB3189-023-P1-K1-G11 

BLASTX 

g2330739 

276 

2.0e-24 

78 

63 

(Z98598) putative transcriptional regulator 
[Schizosaccharomyces pombe] 



Seq. No. 
Contig ID 
5 '-most EST 



196693 

25638JL.R1039 

LIB314 6-058-Q1-K1-G12 



26520 



Seq. No. 
Contig ID 
5' -most EST 



196694 

25638 J7.R1039 
LIB3147-041-Q1-K1-B2 



Seq. No. 


iy boyo 


Contig ID 


Zoo42 l.Riuoy 


o -most: liib i 


iilDJX4 / U1U yi 1X1 


Seq. No. 




oontiig ijj 




C I wv _ j_ "corn 

o -most hoi 


Lib j!4 0 — UOU— — J\JL ul 1 


Seq. No. 


196697 


Contig ID 


25647 1.R1039 


o -most n>b i 


r tr^i QQ_n?^- pi — pn — n 

IiIDjIOj UjD rl 1\X OX 


Metnoa 


DT 7\ OTY 


NCBI GI 


g3UU4ooU 


BLAST score 


o r» o 


E value 


a rift *3 c 


Match length 


98 


% identity 


74 


NCBI Description 


(ACUUJb/J^ putative Aiir DinQing protein [HLdij±uupb±o 




thaliana] 


Seq. No. 


196698 


Contig ID 


25654 l.RlQiy 


5 1 -most EST 


LIB314 6-050-Q1-K1-H1 


Method 


BLASTX 


NCBI GI 


g2245125 


BLAST score 


320 


E value 


3. Oe-29 


Match length 


176 


% identity 


A "5 


NCBI Description 


(Zy/34,3} nypotnemcaj- prorein [Araoiaopsxs tnaiidiidj 


Seq. No. 


196699 


Contig ID 


25657 l.R10o9 


5' -most EST 


LIB3147-036-Q1-K1-GO 


Method 


BLASTX 


NCBI GI 


g2642157 


BLAST score 


505 


E value 


5 . Oe-85 


Match length 


199 


% identity 


72 


NCBI Description 


(AC003000) ankyrin-like protein [Arabidopsis thaliana 


Seq. No. 


196700 


Contig ID 


25674 1.R1039 


5 1 -most EST 


uC-gsronu33B015cllbl 


Seq. No. 


196701 


Contig ID 


25685 1.R1039 


5' -most EST 


LIB3196-041-P1-M1-E1 


Seq. No. 


196702 


Contig ID 


25686_1.R1039 



26521 




S 1 -Tnn^t- F.ST 


LIB3148-039-O1-K1-G6 


L It. 




NCBI GI 


g285286 


BLAST score 


258 


E value 


j . ue 




Q1 

.7 X 


% identity 


54 


NCBI Description 


flavonol 4 , -sulfotransf erase - Flaveria chloraefolia 


GJeirr Kin 


196703 


uonng ±jj 


9 R£87 1 P1 n^Q 


o mo s l dox 


LiO UoIUilUJ JDlUOaUOJJl 


beq. INO. 


x Z7 D / U 'i 


Lonrig ijj 






T.TR31 4~fi-0S1 -Ol -K1 -CI? 






NCBI GI 


g2738998 


BLAST score 


1051 


E value 


i« UC X X *i 


iXiaucn xenyun 


964 


% identity 


77 


NCBI Description 


(AF022458) CYP98A2p [Glycine max] 




X _? O / UJ 


uontig xu 




3 — ICIOSl bbl 


T TTa"51 Q7 — HA £ — Pil —M1 —HP 
JjlDOXi? / U4 0 Lit) 


O a XT — » 

beq. No, 


iyo / uo 


Lontig xu 


zo / ui i .kxuj!? 


J IttUo U HiO J. 


nr-rr^Tl nn^^RI 1 0to08bl 


Method 


PT aQTY 


NCBI GI 


g3540184 


BLAST score 


572 


E value 


4 • ue o -? 


Match length 


104 


% identity 


/ u 


NCBI Description 


\fiOuU4iz<£y bimixar to enaoxyxanases LfiraDiaopoib l.j.io.x 


beq. wo. 


x yo / u / 


coning id 


9R'7nc; i di n^Q 
ZD / UO l.KiUjj 


0 IEIOST- l_tb 1 


nC. (\a qTc: c 




OXiriO Xxv 


NCBI GI 


^ono *57 1 


BLAST score 


1 COT 


E value 


1.0e-172 


Match length 


321 


is laeniiity 




nudi Description 


TTNTfYT 2iC!T? / 9 — PUn^PHriflT YP?TP2\TF HP H YHP Z\T A ^ 
iilNi. / l.iMiD Hi \ c+ — ir n\vyO iz 11 \J \j xj X ^ Ci l\ri i H» UXiin l ur\r\±s\iDE-t j 






(U09450) enolase [Oryza sativa] 


Seq. No. 


196708 


Contig ID 


25708 1.R1039 


5* -most EST 


LIB3147-002-Q1-K1-C10 



Seq. No. 196709 



26522 



Contig ID 
5' -most EST 



25710JL.R1039 
LIB3165-006-P1-K1-H12 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196710 

25719JL.R1039 

LIB3149-044-Q1-K1-F7 

BLASTX 

g464840 

1228 

1.0e-136 

240 
97 

TUBULIN ALPHA- 1 CHAIN >gi | 4217 81 | pir | |S32666 tubulin 
alpha-1 chain - fern (Anemia phyllitidis) 
>gi|296494|emb|CAA48927| (X69183) alpha tubulin [Anemia 
phyllitidis] 



Seq. No. 


196711 


Contig ID 


25728 1.R1039 


5' -most EST 


LIB3146-051-Q1-K1-F7 


Method 


BLASTX 


NCBI GI 


g3953463 


BLAST score 


320 


E value 


2.0e-57 


Match length 


164 


% identity 


65 


NCBI Description 


(AC002328) F20N2.8 [Arab 


Seq. No. 


196712 


Contig ID 


25729 1.R1039 


5' -most EST 


g5050099 


Method 


BLASTX 


NCBI GI 


g4097569 


BLAST score 


382 


E value 


1.0e-36 


Match length 


107 


% identity 


67 


NCBI Description 


(U64915) GMFP4 [Glycine 


Seq. No. 


196713 


Contig ID 


25758 1.R1039 


5 '-most EST 


LIB3146-052-Q1-K1-A8 


Method 


BLASTX 


NCBI GI 


g2274859 


BLAST score 


396 


E value 


2. Oe-38 


Match length 


73 


% identity 


97 


NCBI Description 


(AJ000016) Cksl protein 




>gi [ 4510420 | gb | AAD21506 . 




cyclin-dependent kinase 




thaliana] 


Seq. No. 


196714 


Contig ID 


25761 1.R1039 


5 '-most EST 


uC-gsflmaxxa027h08bl 


Method 


BLASTX 



(AC006929) 



putative 

junit [Arabidopsis 



26523 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2191136 
424 

1.0e-41 

146 

62 

(AF007269) Similar to UTP-Glucose Glucosyltransf erase; 
coded for by A. thaliana cDNA T46230; coded for by A. 
thaliana cDNA H76538; coded for by A. thaliana cDNA H76290 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID - 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196715 

25767_1.R1039 
uC-gsronu33B169g04bl 

196716 

25769_1.R1039 

LIB3146-052-Q1-K1-C5 

BLASTX 

g4539460 

165 

3.0e-ll 

197 

8 

(AL049500) putative protein [Arabidopsis thaliana] 
196717 

25777_1.R1039 
g5047827 

196718 

25786_1.R1039 

g3325860 

BLASTX 

g3204108 

259 - 

7.0e-28 

109 

63 

(AJ006764) putative deoxycyt idyl ate deaminase [Cicer 
arietinum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



196719 

25790JL.R1039 

LIB3272-010-P1-K1-A12 

BLASTX 

g3617770 

886 

1.0e-95 

211 
78 

(Y14329) threonyl-tRNA synthetase 
196720 

25793_1.R1039 
LIB3272-04 9-P1-K1-A5 
BLASTX 
g3337356 



[Arabidopsis thaliana] 



26524 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5 T -most EST 



1400 

l.Qe-156 

293 
94 

(AC004481) putative protein transport protein SEC61 alpha 
subunit [Arabidopsis thaliana] 

196721 

258G0JL.R1039 
uC-gsflmaxxa098c08bl 

196722 

25817_1.R1039 
LIB3146-053-Q1-K1-A7 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196723 

25820JL.R1039 

LIB3165-042-Q1-K1-E12 

BLASTX 

g3243234 

270 

1.0e-23 

123 
44 

(AF071477) 
communis] 



isoflavone reductase related protein [Pyrus 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196724 

25831JL.R1039 

LIB3189-043-P1-K1-D4 

BLASTX 

gll68470 

1018 

l.Oe-111 

228 
84 

PROTEIN KINASE APK1A >gi i 282877 | pir | IS28 615 protein kinase, 
tyrosine/serine/threonine-specif ic (EC 2.7.1.-) - 
Arabidopsis thaliana >gi | 217829 | dbj | BAA02092 | (D12522) 
protein tyrosine-serine-threonine kinase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



196725 

25835_1.R1039 
LIB3147-033-Q1-K1-B11 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196726 

25845_1.R1039 

LIB3196-020-P1-M1-H4 

BLASTX 

g416662 

609 

2.0e-63 

182 

61 

21 KD SEED PROTEIN PRECURSOR >gi | 99954 | pir | | S16252 trypsin 
inhibitor homolog - soybean >gi | 21909 | emb | CAA3 98 60 | 



26525 



(X56509) 21 kDa seed protein [Theobroma cacao] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196727 

25867_1.R1039 

uC-gsflmaxxa002e05bl 

BLASTX 

gl808590 

294 

4.0e-26 

79 

67 

(Y10836) HMG-I/Y [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



196728 

25870JL.R1039 
uC-gsflnu33B018bllbl 



Seq. No. 
Contig ID 
5' -most EST 



196729 

25877JL.R1039 
LIB3146-053-Q1-K1-G11 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196730 

25882_1.R1039 

uC-gsflnu33B027a08bl 

BLASTX 

g4101574 

254 

2.0e-21 

182 

35 

(AF004876) 54TMp [Homo sapiens] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196731 

25887_1.R1039 

LIB3146-053-Q1-K1-H10 

BLASTX 

g3650032 

196 

6.0e-15 

45 

67 

(AC005396) gibberellin-regulated protein GASTl-like 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



196732 

25896_1.R1039 
LIB3146-053-Q1-K1-H9 



Seq. No. 
Contig ID 
5' -most EST 



196733 

25900JL.R1039 
g3326147 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



196734 

25902_1.R1039 

LIB3166-055-P1-K1-H9 

BLASTX 

g4539348 



26526 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



822 

5.0e-88 

241 

61 

(AL035539) putative pollen allergen [Arabidopsis thaliana] 
196735 

25902_3.R1039 

LIB3166-001-Q1-K1-D7 

BLASTX 

g4539348 

142 

9.0e-09 

50 
80 

(AL035539) putative pollen allergen [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5* -most EST 
Method 
NCBI GI 



196736 

25905_1.R1039 

LIB3147-060-Q1-K1-H4 

BLASTX 

gl418127 

227 

1.0e-18 

55 
80 

(D63166) CTPrphosphocholine cytidylyltransf erase [Brassica 
napus] 

196737 

25906JL.R1039 

g5045489 

BLASTX 

g 4454043 

940 

1.0e-102 

246 
71 

(AL035394) putative receptor kinase [Arabidopsis thaliana] 
196738 

25909_1.R1039 

g5044299 

BLASTX 

g2344871 

328 

3.0e-30 

202 

39 

(AJ001270) purple acid phosphatase precursor [Phaseolus 
vulgaris] 

196739 

25909_2.R1039 

LIB3148-009-Q1-K1-G1 

BLASTX 

g2961389 



26527 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



230 

7.0e-19 

71 

54 

(AL022141) purple acid phosphatase like protein 
[Arabidopsis thaliana] >gi | 4006925 | emb | CAB1 6853 | (Z99708) 
purple acid phosphatase like protein [Arabidopsis thaliana] 

196740 

25918_1.R1039 
LIB3146-054-Q1-K1-B9 



Seq. No. 
Contig ID 
5' -most EST 



196741 

25930J..R1039 
LIB3166-054-P1-K1-G3 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



196742 

25939JL.R1039 

g5045400 

BLASTX 

g3128228 

880 

6.0e-95 
178 

92 " ' 

(AC004077) putative ribosomal protein L18A [Arabidopsis 
thaliana] >gi 13337376 (AC004481) putative ribosomal protein 
L18A [Arabidopsis thaliana] 

196743 

25939_2.R1039 

uC-gsronu33B116h05bl 

BLASTX 

g3128228 

879 

1.0e-94 

178 . 
92 

(AC004077) putative ribosomal protein L18A [Arabidopsis 
thaliana] >gi 13337376 (AC004481) putative ribosomal protein 
LI 8 A [Arabidopsis thaliana] 

196744 

25939_3.R1039 

LIB3166-025-P1-K1-H10 

BLASTX 

g3128228 

358 

8.0e-34 

102 

69 

(AC004077) putative ribosomal protein L18A [Arabidopsis 
thaliana] >gi 1 3337376 (AC004481) putative ribosomal protein 
L18A [Arabidopsis thaliana] 

196745 

25951 1.R1039 



26528 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3146-054-Q1-K1-E8 

BLASTX 

g3176684 

655 

1.0e-68 

211 
60 

(AC003671) Contains similarity to equilibratiave nucleoside 
transporter 1 gbiU81375 from Homo sapiens. ESTs gb|N65317, 
gb|T20785, gb|AA586285 and gb|AA712578 come from this gene. 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



196746 

25958J..R1039 
LIB3146-054-Q1-K1-F4 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196747 

25962J..R1039 

LIB3197-047-Q1-M1-A3 

BLASTX 

g2499569 

645 

3.0e-67 

170 
70 

PROTE I N - L - 1 S OAS PART AT E O-METHYLTRANSFERASE 

( PROTEIN-BETA- ASPARTATE METHYLTRANSFERASE) (PIMT) (PROTEIN 
L-ISOASPARTYL METHYLTRANSFERASE) (L-ISOASPARTYL PROTEIN 
CARBOXYL METHYLTRANSFERASE) >gi i 2129700 | pir | | S66344 
protein-L-isoaspartate (D-aspartate) O-methyltransf erase (EC 
2.1.1.77) - Arabidopsis thaliana >gi 11322021 (U31288) 
L-isoaspartyl methyltransf erase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



196748 

25966_1.R1039 

uC-gs f ImaxxaO 4 9d0 8bl 



Seq. No. 

Contig ID 
5 '-most EST 



196749 

25971_1.R1039 
LIB3148-019-Q1-K1-G6 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196750 

25975JL.R1039 

g5048802 

BLASTX 

gl655653 

229 

2.0e-18 

149 

37 

(Z81368) hypothetical protein Rv2406c [Mycobacterium 
tuberculosis] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



196751 

25978_1.R1039 

uC-gsronu33B169b05bl 

BLASTX 



26529 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3063444 
228 

1.0e-18 

90 

57 

(AC003981) 



F22013.5 [Arabidopsis thaliana] 



196752 

25984JL.R1039 

LIB3197-044-Q1-M1-C3 

BLASTX 

g282963 

421 

3.0e-41 

89 
81 

transforming protein (myb) homolog (clone myb.Ph2) 
petunia >gi | 20561 | emb | CAA78387 | (Z13997) protein 2 
x hybrida] 



- garden 
[Petunia 



Seq. No. 


196753 


Contig ID 


25991_1.R1039 


5 T -most EST 


LIB3149-013-Q1-K1-F5 


Method 


BLASTX 


NCBI GI 


g2765091 


BLAST score 


796 


E value 


5.0e-85 


Match length 


261 


% identity 


57 


NCBI Description 


(Y10982) putative cytochrome P450 


Seq. No. 


196754 


Contig ID 


25993 1.R1039 


5 '-most EST 


LIB3146-055-Q1-K1-B1 


Seq. No. 


196755 


Contig ID 


26021J..R1039 


5 '-most EST 


uC-gsronu33Bl 2 6bl Obi 


Method 


BLASTX 


NCBI GI - 


g556409 


BLAST score 


159 


E value 


2.0e-10 


Match length 


222 


% identity 


30 


NCBI Description 


(L34551) transcriptional activator 


Seq. No. 


196756 


Contig ID 


26027 1.R1039 


5' -most EST 


LIB3149-047-Q1-K1-B5 


Method 


BLASTX 


NCBI GI 


g3877252 


BLAST score 


412 


E value 


4.0e-40 


Match length 


149 


% identity 


54 


NCBI Description 


(Z93382) F45G2.10 [Caenorhabditis < 



[Glycine max] 



26530 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196757 

26038JL.R1039 

LIB3272-023-P1-K1-H7 

BLASTX 

gl076316 

345 

7.0e-33 

124 

57 

drought-induced protein Dil9 - Arabidopsis thaliana 
>gi|4 69110|emb|CAA55321| (X78584) Dil9 [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196758 

26048_1.R1039 

LIB314 6-055-Q1-K1-G3 

BLASTX 

gll73638 

431 

1.0e-42 

129 

64 

(U35779) 1-aminocyclopropane-l-carboxylate synthase 
[Triticum aestivum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196759 

26052JL.R1039 

uC-gsronu33B077e03bl 

BLASTX 

g2443329 

465 

2.0e-4 6 

105 

80 

(D86122) Mei2-like protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



196760 

26056JL.R1039 
g5046342 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1967 61 

26059JL.R1039 

uC-gsflnu33B057c03bl 

BLASTX 

g4510349 

241 

5.0e-20 
137 
49 

(AC006921) 
thaliana] 



putative bZIP transcription factor [Arabidopsis 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



196762 

26073_1.R1039 

uC-gsflmaxxa040g!0bl 

BLASTX 

g2196466 



26531 



BLAST score 


4oo 


E value 




Match length 




% identity 


67 


NCBI Description 


(Y13673 



Seq. No. 

Contig ID 
5' -most EST 



TATA binding protein-associated factor 
[Arabidopsis thaliana] 

196763 

26083_1.R1039 
LIB3196-058-P1-M1-E9 



Seq. No. 
Contig ID 
5' -most EST 



196764 

26088_1.R1039 
LIB3146-056-Q1-K1-C10 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



PROTEIN PO >gi | 1196897 
[Glycine max] 



(L46848) acidic 



196765 

26104_1.R1039 

LIB3149-064-Q1-K1-F2 

BLASTX 

gl710587 

831 

4.0e-89 

213 

80 

60S ACIDIC RIBOSOMAL 
ribosomal protein PO 

196766 

26114_1.R1039 
LIB3146-056-Q1-K1-E6 

196767 

26121_1.R1039 
LIB3166-056-P1-K1-B12 



196768 

26126JL.R1039 

LIB3146-056-Q1-K1-F9 

BLASTX 

g4063751 

252 

1.0e-21 

141 

35 

(AC005851) putative white protein [Arabidopsis thaliana] 
>gi I 4510409 1 gb | AAD21495.il (AC006929) putative white 
protein [Arabidopsis thaliana] 

196769 

26131_1.R1039 

LIB3146-056-Q1-K1-G2 

BLASTX 

g4220524 

243 

2.0e-20 

62 

68 



26532 



NCBI Description 



(AL035356) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196770 

26133_1.R1039 

LIB3197-057-Q1-M1-A8 

BLASTX 

g2104529 

674 

5.0e-71 

156 

83 

(AF001308) 
thaliana] 



putative hexose transporter [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196771 

26141_1.R1039 

LIB3196-045-P1-M1-C3 

BLASTX 

g4314361 

216 

3.0e-17 

44 

95 

(AC006340) unknown protein [Arabidopsis thaliana] 
196772 

26144JL.R1039 

LIB3272-031-P1-K1-D10 

BLASTX 

g3738285 

272 

1.0e-23 

151 

40 

(AC005309) unknown protein [Arabidopsis thaliana] 
196773 

26149_1.R1039 

LIB3146-057-Q1-K1-A1 

BLASTX 

g4539408 

200 

2.0e-15 

86 

51 

(AL049524) putative alpha NAC [Arabidopsis thaliana] 
196774 

26156JL.R1039 

LIB3146-057-Q1-K1-A5 

BLASTX 

g529353 

241 

4.0e-20 

129 

41 

(U12757) diphenol oxidase [Acer pseudoplatanus] 



26533 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196775 

26158JL.R1039 
LIB3146-057-Q1-K1-A7 

196776 

26161J..R1039 

uC-gsflnu33B100e08bl 

BLASTX 

g3402711 

366 

1.0e-34 

82 

41 

(AC004261) putative RNA-binding protein [Arabidopsis 
thaliana] 

196777 

26166JUR1039 

$5047558 

BLASTX 

g3860250 

734 

1.0e-77 

226 

63 

(AC005824) putative chloroplast prephenate dehydratase 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196778 

26167JL.R1039 

LIB3146-057-Q1-K1-B4 

BLASTX 

gll43427 

657 

1.0e-74 

156 

93 

(X73961) heat shock protein 70 



[Cucumis sativus] 



196779 

26181_1.R1039 
LIB3146-057-Q1-K1-C6 

196780 

26192_1.R1039 

LIB3146-057-Q1-K1-D7 

BLASTX 

gl931638 

239 

8.0e-20 

224 

34 

(U95973) transcription factor RUSH-lalpha isolog 
[Arabidopsis thaliana] 



Seq. No. 



196781 



26534 



Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



26210_1.R1039 

LIB3146-057-Q1-K1-F2 

BLASTX 

g3894168 

233 

2.0e-19 

136 
35 

(AC005312) 
thaliana] 



similar to phloem-specific lectin [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI - GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



.R1039- 

-018-P1-K1-A4 



196782 
26214JL 
LIB3165- 
BLASTX 
g2136011 
184 

2.0e-13 

64 

48 

protein DS 1, 24K - human >gi 1 1045059 | emb | CAA57387 | 
(X81788) ICT1 protein [Homo sapiens] 

>gi|4557657 | ref | NP_001536 . 1 | pICTl | immature colon carcinoma 
transcript 

196783 

26220JL.R1039 
LIB3146-057-Q1-K1-G11 

196784 

26221_1.R1039 

g5045969 

BLASTX 

g464806 

227 

2.0e-18 

225 

31 

SIGNAL RECOGNITION PARTICLE 72 KD PROTEIN {SRP72 ) 
>gi| 423182 |pir | IA40692 signal recognition particle 72K 
chain - dog >gi | 297768 | emb | CAA48014 | (X67813) signal 
recognition particle, 72 kDa subunit [Canis familiaris] 

196785 

26229_1.R1039 

g5050846 

BLASTX 

g3152606 

154 

4.0e-10 

45 

62 

(AC004482) putative ring zinc finger protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 



196786 
26277 1, 



R1039 



26535 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



uC-gsflnu33B107e04bl 

BLASTX 

g224293 

410 

4.0e-40 

82 

100 

histone H4 



[Triticum aestivum] 



196787 

26278_1.R1039 
LIB3146-058-Q1-K1-D3 



.R1039 

-013-P1-M1-A6 



196788 
26299_1. 
LIB3196- 
BLASTX 
g2244990 
239 

2.0e-34 

120 

62 

(297340) similarity to LIM homeobox protein - 
Caenorhabditis [Arabidopsis thaliana] 

196789 

26301_1.R1039 

LIB3146-058-Q1-K1-F2 

BLASTX 

gll72556 

390 

1.0e-37 

83 
90 

36 KD OUTER MITOCHONDRIAL MEMBRANE PROTEIN PORIN 
(VOLTAGE -DE PENDENT ANION- SELECTIVE CHANNEL PROTEIN) (VDAC) 
(POM 36) >gi| 629729|pir||S46925 porin II, 36K - potato 
>gi|1076681|pir| IB55364 porin (clone pPOM 36.2) - potato 
mitochondrion >gi | 515360 i emb | CAA56600 | (X80387) 36kDA porin 
II [Solanum tuberosum] 

196790 

26303JL.R1039 

LIB3146-058-Q1-K1-F4 

BLASTX 

g3152618 

383 

8.0e-37 

108 

67 

(AC004482) putative pectinesterase [Arabidopsis thaliana] 
>gi 1 3242724 (AC003040) putative pectinesterase [Arabidopsis 
thaliana] 

196791 

26307_1.R1039 
LIB3166-002-Q1-K1-E3 



26536 



Seq. No. 


iyb / yz 


uonuig lu 




D —most iiibi 




Method 


BLASTX 


NCBI GI 


g3860258 


BLAbi score 




E value 


1 . ue 3 d 


Match length 


11 / 


% identity 


oZ 


NCBI Description 


(ACUUooz4) unknown prot< 


Seq. No. 


19d /yj 


contig lu 


ZDoUo z.Kiuoy 


0 — IIIOSl Hibl 


LIdjIDD U14 rJ. J\l r 1Z 


Method 


BLASTX 


NCBI GI 


g3860258 


BLAST score 


o m 
/ 


E value 


4 . ue-io 


Match length 


62 


% identity 


65 


NCBI Description 


(ACUUooz4; unknown prot 


Seq. No. 


196794 


Contig ID 


26336J..R1039 


o -most EST 


uC-gsrlmaxxaUbUtU4Dl 


Seq. No. 


196795 


Contig ID 


26339 1.R1039 


o -most EST 


LXBolOD— UZ0-Fl-i\l-Lz 


Seq, No. 


196796 


Contig id 


zb^>4o l.Rlujy 


3 -HlOSt HiD 1 


JjIJdjIo y— U JO — rr 1— J\± — JJ1Z 


Method 


bilAblA 


NCBI GI 


g3193301 


BLAST score 


275 


E value 


4.0e-50 


Match length 


14 6 


■s identity 


by 


NCBI Description 


(AF069298) Arabidopsis 




86-like protein T10P11. 




tnaliana] 


Seq. No. 


196797 


Contig ID 


26358 l.RlOJy 


5 ' -most EST 


LIBJ14 /-U J4-Ql-Kl-Dy 


Method 


BLASTX 


NCBI GI 


g3128173 


BLAST score 


539 


Hj V Cl -L LLC 




Match length 


119 


% identity 


86 


NCBI Description 


(AC004521) hypothetical 


Seq. No. 


196798 


Contig ID 


26374_1.R1039 



(GB: AC002330) [Arabidopsis 



26537 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 ! -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



uC- gs f lmaxxa 098al0bl 

BLASTX 

g2462837 

501 

2.0e-50 
232 
47 

(AF000657) 



hypothetical protein [Arabidopsis thaliana] 



[Arabidopsis thaliana] 



196799 

26381JL.R1039 
LIB3146-059-Q1-K1-E9 

196800 

26382JL.R1039 

uC-gsronu33B080h07bl 

BLASTX 

g2961345 

456 

3.0e-45 

111 

73 

(AL022140) hypothetical protein 
196801 

26385_1.R1039 

uC-gsflnu33B098cl2bl 

BLASTX 

g498040 

219 

6.0e-18 

52 
83 

(L33793) ORF [Senecio odorus] 



196802 

26388J..R1039 

uC-gsflnu33Blllc09bl 

BLASTX 

g!174470 

684 

8.0e-72 

207 

64 

OLIGOSACCHARYL TRANSFERASE STT3 SUBUNIT HOMOLOG (B5) 
(INTEGRAL MEMBRANE PROTEIN 1) >gi| 508543 (L34260) integral 
membrane protein 1 [Mus musculus] >gi | 1588285 | prf M 2208301A 
integral membrane protein [Mus musculus] 

196803 

26393J..R1039 

uC-gsflnu33B084el0bl 

BLASTX 

g3618214 

168 

1.0e-ll 
161 



26538 



% identity 

NCBI Description 



29 

(AL031579) dihydrofolate reductase [Schizosaccharomyces 
pombe] 



Seq. No. 


196804 


Contig ID 


26403JL.R1039 


5 -most EST 




Method 


"DT 7\ CTV 


NCBI GI 


g33353ol 


BLAST score 


731 


E value 


z . ue— / / 


Match length 


150 


% identity 


89 


NCBI Description 


^riC'UUoUZO/ pULaUlvS auyiL-IallolcIaoc ^rii aJJiuu^o± o L-iia.-L. 


Seq. No. 


196805 


Contig ID 


26406_1.R1039 


5' -most EST 


LlBoly D-UzU-r 1-Ml-iio 


Method 


BLASTX 


NCBI GI 


g2431767 


BLAST score 


237 


E value 


1. Oe-19 


Match length 


120 


% identity 


42 


NCBI Description 


(U62751) acidic riDosomal protein roa L^ e a maysj 


Seq. No. 


196806 


Contig ID 


26419JL.R1039 


5' -most EST 


LIB3146-060-Q1-K1-A6 


Method 


BLASTX 


NCBI GI 


g224293 


BLAST score 


410 


E value 


6. 0e-40 


Match length 


82 


% identity 


100 


NCBI Description 


histone H4 [Triticum aestivum] 


Seq. No. 


lyoou / 


Contig ID 


26420 1.R1039 


5' -most EST 


LIB3146-060-Q1-K1-A8 


Method 


BLASTX 


NCBI GI 


g400515 


BLAST score 


178 


E value 


8.0e-13 


Match length 


66 


% identity 


48 


NCBI Description 


NADH-UBIQUINONE OXIDOREDUCTASE B8 SUBUNIT (COMPLEX I- 



B8) 



(CI-B8) >gi|346540|pir| IS28249 NADH dehydrogenase 
(ubiquinone) (EC 1.6.5.3) chain CI-B8 - bovine 
>gi |246| emb | CAA44904 | (X63219) NADH dehydrogenase [Bos 
taurus] 



Seq. No. 
Contig ID 
5 '-most EST 



196808 

26438_1.R1039 
LIB3146-060-Q1-K1-C4 



Seq. No. 



196809 



26539 



Pont- i rr TD 
^UilLXy XL/ 


26442 1.R1039 


R 1 — mocit- F.ST 


uC-gsf lnu33B022gl2bl 


TUT«+- ^> 

Me L.nou 






a3264778 


BLAST score 


643 


E value 


4.0e-67 


Ma , l*r , } , i 1 on/ThVi 
rxd L.(_^ii _LCLiy un 


245 


% laeuiity 




NCBI Description 


(AF072536) H-protein promoter binding factor-] 




thaliana] ' 


o€CJ • 1NCJ • 


196810 


Contig ID 


26444 1.R1039 


5' -most EST 


LIB3196-008-P1-M1-G3 


Seq. No* 




L-OHuXy 1U 


96445. 1 R1039 


0 — 1TIO Si £i b 1 


T TM1 4^-0 60-01 -K1 -Dl 2 


beg. djo. 


XZ, 


uonuig xjj 


9^4 1 ri 0^9 

\J *i J / x • rv J. \J ~J 


c. i _ Tnn o+- F9T 

J XlLUo L, X_iO X 


uC-asf lnu33B046c09bl 




Ditnu X /V 


NCBI GI 


g4063749 


BLAST score 


146 


Hi vaxue 


r Do-HQ 


waxen lengtn 


1 10 
x / u 


% identity 


9 9 


wcBi uescription 


f &pnn ^1 ^ Vi^/r^^-i-hfii-i nT*ni~*= i i n r Arabidotosis 


beq. no* 




uontig xu 




O ILKjo L do 1 


T.TR*^lT6-060-Ol-Kl-E9 


Method 


DT 2\QTY 
iOlirib i A 


NCBI GI 


g2980770 


BLAST score 


393 


E value 


0 * uc jo 


L v ia ten xeny lxi 


J- -7 -/ 


% identity 


58 


NCBI Description 


(AL022198) putative protein kinase [Arabidops 


beq. wo. 


x 500 x*± 


LOntly ID 


iDiOJ X • i\X \J -7 


o —most ibi 


IiIBjI^D UOU Sr*X rvx 


beq. wo. 


X D O XO 


Contig lu 


Z04OD X.KXUOi? 


o mosu £.0 1 


T Tfi-nfin-oi -K1 -Fll 

JjlDJll U UvW St-*- X\.J. i. X -L 


Method 


OXiciO 1A 


NCBI GI 


g4406771 


BLAST score 


206 


F. value 


4 . Oe-16 


Match length 


140 


% identity 


37 


NCBI Description 


(AC006836) hypothetical protein [Arabidopsis 


Seq. No. 


196816 



1 [Arabidopsis 



26540 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 
E value 



26475JL.R1039 

LIB3272-007-P1-K1-A2 

BLASTX 

g4510363 

532 

3.0e-54 
131 
75 

(AC007017) 
thaliana] 



putative DNA-binding protein [Arabidopsis 



196817 

26475_2.R1039 

LIB3196-058-P1-M1-F4 

BLASTX 

g4510363 

401 

6.0e-39 
95 
78 

(AC007017) 
thaliana] 



putative DNA-binding protein [Arabidopsis 



196818 

26484_1.R1039 

LIB3166-028-P1-K1-D4 

BLASTX 

gl707032 

242 

2.0e-20 

125 

42 

(U80445) coded for by C. elegans cDNA yk!3g5.3; coded for 
by C. elegans cDNA yk21g6.3; coded for by C. elegans cDNA 
CEMSE18F; coded for by C. elegans cDNA ykl26bl.3; coded for 
by C. elegans cDNA yk65h8.3; coded for by C. elegans cDNA 
yk65h8 

196819 

26517_1.R1039 

uC-gsronu33Blllhl2bl 

BLASTX 

g4324409 

219 

2.0e-17 

200 

29 

(AF104119) intracellular chloride ion channel protein p64Hl 
[Rattus norvegicus] 

196820 

26523J..R1039 

uC-gsflnu33B078f05bl 

BLASTX 

g3925265 

122 

1.0e-12 



26541 



Match length 

% identity 

NCBI Description 



Seq. No* 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E .value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



154 
32 

(Z93394) similar to Probable rabGAP domains [Caenorhabditis 
elegans] 

196821 

26535_1.R1039 

LIB3146-061-Q1-K1-E9 

BLASTX 

g3319357 

414 

1.0e-40 

129 

66 

(AF077407) contains similarity to phosphoenolpyruvate 
synthase (ppsA) {GB:AE001056) [Arabidopsis thaliana] 

196822 

26543_1.R1039 

LIB3197-059-Q1-M1-B9 

BLASTX 

g3334133 

549 

8.0e-56 

229 

48 

CYTOCHROME P450 89A2 (CYPLXXXIX) (ATH 6-1) >gi| 1432145 
(U61231) cytochrome P450 [Arabidopsis thaliana] 

196823 

26582_1.R1039 

LIB3196-029-P1-M1-F7 

BLASTN 

gl929413 

73 

1.0e-32 

511 

81 

N.tabacum mRNA for ribonucleotide reductase R2 protein 
196824 

26589_1.R1039 
LIB3147-001-Q1-K1-C3 

196825 

26594_1.R1039 

LIB3147-001-Q1-K2-C8 

BLASTX 

g2055374 

142 

8.0e-09 

60 
55 

(U29095) serine-threonine protein kinase [Triticum 
aestivum] 



Seq. No. 



196826 



26542 



Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
S'-most EST 

Seq. No. 
Contig ID 
S'-most EST 

Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



26596_1.R1039 
LIB3147-001-Q1-K1-D3 

196827 

26597JL.R1039 

LIB3147-001-Q1-K2-D4 

BLASTX 

g3183219 

231 

6.0e-19 

161 

39 

HYPOTHETICAL PROTEIN KIAA0112 (HA0609) 

>gi I 434779 |dbj IBAA04948I (D25218) KIAA0112 [Homo sapiens] 
196828 

26600JLR1039 
LIB3147-001-Q1-K2-D7 



196829 

26603J..R1039 
LIB3147-001-Q1-K1-E2 

196830 

26607_1.R1039 

uC-gsflnu33B029hllfol 

BLASTX 

g3372671 

527 

1.0e-53 

140 

71 

(AF061286) gamma-adapt in 1 



[Arabidopsis thaliana] 



196831 

26611JL.R1039 

uC -gs f Imaxxa 0 6 0 g 1 Ob 1 

BLASTX 

g508304 

350 

6.0e-33 

79 

80 

(L22305) corC [Medicago sativa] 
196832 

26611_2.R1039 

LIB3147-001-Q1-K1-F3 

BLASTX 

g508304 

350 

5.0e-33 

79 

80 

(L22305) corC [Medicago sativa] 



Seq. No. 



196833 



26543 



Contig ID 


26613 1.R1039 


5' -most EST 


LIB3147-001-Q1-K2-F5 


Method 


BLASTX 


NCBI GI 


g4115377 


BLAST score 


355 


E value 


1.0e-33 


Match length 


145 


9t t H atcI - i *hw 




NCBI Description 


(AC005967) unknown protein 


Seq. No. 


196834 


Pnnf" in TV) 


96621 1 R10^9 


5 '-most EST 


LIB31I7-001-Q1-K2-G5 


Seq. No. 


196835 


Contig ID 


26626 1.R1039 


5' -most EST 


LIB3147-001-Q1-K2-H3 


Seq. No. 


196836 


Contig ID 


26639 1.R1039 


5' -most EST 


uC-gsflnu33B022g05bl 


Method 


BLASTX 


NCBI GI 


gl730502 


BLAST fgore 


345 


Hi VaXUC 




Match length 


225 


% identity 


35 


NCBI Description 


TRANSMEMBRANE PROTEIN PFT27 




transmembrane protein FT27 




transmembrane protein [Mus 


Seq. No, 


196837 


Contig ID 


26722 1.R1039 


5' -most EST 


uC-gsronu33B14 6hl0bl 


Method 


BLASTX 


NCBI GI 


g730934 


BLAST score 


479 


E value 


6.0e-48 


Match length 


225 


% identity 


44 



>gi| 110903 |pir||A31351 probable 
mouse >gi | 535682 (M23568) 



NCBI Description 



QUEUINE TRNA-RIBOSYLTRANSFERASE { TRNA-GUANINE 
TRANSGLYCOS YLASE ) (GUANINE INSERTION ENZYME) 
>gi|2137015|pir| IS68430 queuine tRNA-ribosyltransf erase (EC 
2.4.2.29), 60K chain - rabbit >gi| 623547 (L37420) queuine 
tRNA-ribosyltransf erase [Oryctolagus cuniculus] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196838 

26729JL.R1039 

uC-gsronu33B072c02bl 

BLASTX 

g2257756 

319 

5.0e-29 

255 

34 

(U82815) nucleolar histone deacetylase HD2-p39 
>gi 1 36504 66 (AF026917) histone deacetylase HD2- 



[Zea mays] 
p39 [Zea 



26544 



mays] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196839 

26744JL.R1039 

LIB3148-001-P1-K1-H10 

BLASTX 

g2754816 

201 

1.0e-15 

139 
35 

(AF021346) non-race specific disease resistance protein 
[Arabidopsis thaliana] 



Seq. No. 


1 ft A A 

196840 


Contig ID 


Z 0 / Jl X . - 


5' -most EST 


LIB3166-' 


Method 


BLASTX 


NCBI GI 


g3451411 


BLAST score 


789 


E value 


1.0e-99 


Match length 


242 


% identity 


74 


NCBI Description 


(Z98761) 


Seq. No. 


196841 


Contig ID 


26754 1. 


5' -most EST 


LIB3148- 


Method 


BLASTX 


NCBI GI 


g585960 


BLAST score 


211 


E value 


7.0e-17 


Match length 


43 


% identity 


93 


NCBI Description 


PROTEIN 



R1039 



R1039 



3 jemb|CAA81412| (Z26753) 

homolog [Arabidopsis thaliana] 



Sec61 beta-subunit 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



196842 

26756_1.R1039 

LIB3149-063-Q1-K1-B8 

BLASTX 

g2688830 

873 

6.0e-94 
247 

(AF000952) putative sugar transporter [Prunus armeniacaj 
196843 

26759JL.R1039 

uC-gsflnu33B059d04bl 

BLASTN 

g2688829 

120 

2.0e-60 
572 



26545 



% identity 

NCBI Description 



83 

Prunus armeniaca putative sugar transporter mRNA, complete 
cds 



Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 r -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196844 

267 60JL.R1039 
LIB3147-003-Q1-K1-B10 

196845 

26762JL.R1039 
LIB3166-001-Q1-K1-D12 

196846 

26771_1.R1039 

g5048188 
BLASTX 
g2832241 
1063 

1.0e-116 

255 
79 

(AF030864) nonphototropic hypocotyl 1 [Arabidopsis 
thaliana] 

196847 

26790JL.R1039 
LIB3147-003-Q1-K1-D9 

196848 

26815JL.R1039 
LIB3147-003-Q1-K1-G12 

196849 

26820J..R1039 

LIB3165-022-P1-K1-C6 

BLASTX 

g2245125 

172 

7.0e-12 

45 

64 

(Z97343) hypothetical protein [Arabidopsis thaliana] 



196850 

26822JL.R1039 

uC-gsflnu33B012allbl 

BLASTX 

g3355472 

336 

1.0e-31 

94 

71 

(AC004218) disease resistance response protein 
[Arabidopsis thaliana] 



(206-d) like 



Seq. No. 
Contig ID 



196851 

26830 1.R1039 



26546 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3147-003-Q1-K1-H5 

BLASTN 

g2804257 

34 

2.0e-09 

194 

79 

Arabidopsis thaliana DNA for phosphoglycerate 
dehydrogenase, complete cds 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196852 

26840J..R1039 

LIB3147-004-Q1-K1-A4 

BLASTX 

g2827710 

412 

3.0e-40 

92 
75 

(AL021684) lysosomal Pro-X carboxypeptidase 
[Arabidopsis thaliana] 



like protein 



Seq. No. 


196853 


Contig ID 


zoo4z l.RlUJy 


5 '-most EST 


LIB3148-044-Q1-K1-F8 


Method 


BLASTX 


NCBI GI 


g3834330 


BLAST score 


150 


E value 


2.0e-09 


Match length 


81 


% identity 


49 


NCBI Description 


(AC005679) F9K2CL17 


Seq. No. 


196854 


Contig ID 


26852 1.R1039 


5 '-most EST 


LIB3147-004-Q1-K1-B4 


Method 


BLASTX 


NCBI GI 


g3250675 


BLAST score 


505 


E value 


4.0e-51 


Match length 


173 


% identity 


64 


NCBI Description 


(AL024486) putative 


Seq. No. 


196855 


Contig ID 


26855 1.R1039 


5 '-most EST 


uC-gsflnu33B029b05bl 


Seq. No. 


196856 


Contig ID 


26874 1.R1039 


5 '-most EST 


LIB3147-004-Q1-K1-D5 


Seq. No. 


196857 


Contig ID 


26875 1.R1039 


5 r -most EST 


g5049820 


Method 


BLASTX 


NCBI GI 


g3075391 



[Arabidopsis thaliana] 



[Arabidopsis thaliana] 



26547 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 



427 

5.0e-42 

98 

84 

(AC004484) unknown protein [Arabidopsis thaliana] 
196858 

26886JL.R1039 
uC-gsronu33B089g04bl 

196859 

26888_1.R1039 

uC-gsflmaxxa003g01bl 

BLASTX 

g3548801 

207 

7.0e-36 

162 

52 

(AC005313) 
thaliana] 



putative transmembrane protein [Arabidopsis 
>gi I 4335768 |gb|AAD17445| (AC006284). putative 



integral membrane protein [Arabidopsis thaliana] 
196860 

26898JL.R1039 

LIB3147-026-Q1-K1-D11 

BLASTX 

gl222552 

671 

1.0e-70 

141 

87 

(U4 9330) pectin methylesterase [Lycopersicon esculentum] 
196861 

26905JL.R1039 
LIB3147-004-Q1-K1-G2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196862 

26913J..R1039 

uC-gsflnu33B109g07bl 

BLASTX 

gl29245 

212 

2.0e-16 

124 

42 

ORGAN SPECIFIC PROTEIN P4 >gi | 72317 | pir | | KNPMP4 protein P4 
- garden pea >gi [ 295829 | emb | CAA35943 | (X51594) P4 protein 
[Pisum sativum] 



Seq. No. 

Contig ID 
5* -most EST 



196863 

26913_2.R1039 
LIB3147-023-Q1-K1-E12 



Seq. No. 

Contig ID 



196864 

26920 1.R1039 



26548 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



uC-gsronu33B011e03bl 

BLASTX 

g2827634 

157 

5.0e-10 
153 
37 

(AL021636) 



putative protein [Arabidopsis thaliana] 



196865 

26924_2.R1039 

LIB3147-032-Q1-K1-D8 

BLASTX 

gl653702 

668 

4.0e-70 

215 

61 

(D90915) dihydrolipoamide acetyltransf erase component (E2) 
of pyruvate dehydrogenase complex [Synechocystis sp.] 

196866 

26930_1.R1039 
LIB3147-005-Q1-K1-A5 

196867 

26933_1.R1039 
LIB3149-038-Q1-K1-E8 

196868 

26947_1.R1039 

LIB3196-041-P1-M1-F10 

BLASTX 

g4455328 

282 

3.0e-25 

63 

78 

(AL035525) hypothetical protein [Arabidopsis thaliana] 
196869 

26957_1.R1039 
uC-gsflmaxxa026b08bl 

196870 

26958_1.R1039 

LIB3166-034-P1-K1-C3 

BLASTX 

g4514716 

254 

2.0e-21 

137 

36 

(AB017533) EPc [Nicotiana tabacum] 

196871 V 
26965 1.R1039 



26549 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3148-007-Q1-K1-H5 

BLASTN 

gl66643 

34 

2.0e~09 

130 

82 

Arabidopsis thaliana chlorophyll A/B-binding protein gene, 
complete cds 

196872 

26976_1.R1039 

LIB3147-005-Q1-K1-F10 

BLASTX 

g4176531 

258 

4.0e-22 

138 

43 

(AL035263) weak similarity to chick phosphatidylcholine-ste 
rol acetyltransferase [Schizosaccharomyces pombe] 

196873 

26989_1.R1039 

g5049598 

BLASTX 

g2827630 

924 

1.0e-100 

261 

69 

(AL021636) putative protein [Arabidopsis thalxana] 
196874 

26990_1.R1039 

uC-gsronu33B129d04bl 

BLASTX 

gl706329 

1248 

1.0e-141 

281 
85 

PYRUVATE DECARBOXYLASE ISOZYME 2 (PDC) 

>gi|2146788|pir| IS65471 pyruvate decarboxylase (EC 4.1.1.1) 
(clone PDC2) - Garden pea (fragment) 

>gi[1177605|emb|CAA91445| (Z66544) pyruvate decarboxylase 
[Pisum sativum] 



Seq. No. 196875 

Contig ID 26994JL.R1039 

5' -most EST LIB3147-005-Q1-K1-G8 

Method BLASTX 

NCBI GI gl407705 

BLAST score 255 

E value 6.0e-22 

Match length 83 

% identity 60 



26550 



NCBI Description (U60202) lipoxygenase [Solanum tuberosum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq- No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
S'-most EST 



196876 

27014JL.R1039 

LIB3149-032-Q1-K1-C12 

BLASTX 

g3600047 

441 

1.0e-46 

148 

69 

(AF080120) similar to elongation factor EF-Ts [Arabidopsis 
thaliana] 

196877 

27016JL.R1039 

LIB3147-006-Q1-K1-A8 

BLASTX 

g2204077 

190 

2.0e-14 

83 

48 

(D85623) extracellular insoluble cystatin [Daucus carota] 
196878 

27038JL.R1039 
LIB3147-006-Q1-K1-D11 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196879 

27053JL.R1039 

LIB3147-006-Q1-K1-F1 

BLASTX 

g4539350 

178 

4.0e-20 

98 

52 

(AL035539) putative pectinesterase [Arabidopsis thaliana] 
196880 

27059_1.R1039 

LIB3147-006-Q1-K1-F6 

BLASTX 

g2494076 

612 

1.0e-63 
130 
8 8 

NADP- DEPENDENT GLYCERALDEHYDE- 3- PHOS PHATE DEHYDROGENASE 
(NON-PHOSPHORYLATING GLYCERALDEHYDE 3-PHOSPHATE 

DEHYDROGENASE) (GLYCERALDEHYDE- 3 -PHOS PHATE DEHYDROGENASE 
(NADP+) ) (TRIOSEPHOSPHATE DEHYDROGENASE) >gi 11842115 
(U87848) non-phosphorylating glyceraldehyde dehydrogenase 
[Nicotiana plumbaginif olia] 



Seq. No. 



196881 



26551 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27075J..R1039 

LIB3147-006-Q1-K1-H11 

BLASTX 

g2347189 

328 

2.0e-30 

93 

72 

(AC002338) hypothetical protein [Arabidopsis thaliana] 
>gi | 3150399 (AC004165) hypothetical protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



196882 

27083JLR1039 
uC-gsflmaxxa094e05bl 



Seq, No* 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196883 

27089JL.R1G39 

g5046995 

BLASTX 

gl008904 

589 

6.0e-61 

187 

59 

(L43094) xyloglucan endotransglycosylase [Tropaeolum ma jus] 



Seq, No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



.R1039 

-007-Q1-K1-C1 



196884 
27102 J. . 
LIB3147- 
BLASTX 
g4559346 
414 

1.0e-40 

131 
56 

(AC006585) early nodulin 16 [Arabidopsis thaliana] 



Seq. No, 
Contig ID 
5' -most EST 



196885 

27103J..R1039 
LIB3166-003-P1-K1-C10 



Seq, No. 
Contig ID 
5 ! -most EST 



196886 

27111J..R1039 
LIB3189-035-P1-K1-E1 



Seq. No, 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196887 

27115JL.R1039 

LIB3147-007-Q1-K1-D12 

BLASTX 

g3935187 

386 

2.0e-37 

119 

66 

(AC004557) F17L21.30 [Arabidopsis thaliana] 



26552 



Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5* -most EST 

Seq, No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196888 

27133J..R1039 

LIB3147-007-Q1-K1-E9 

BLASTX 

g3395441 

451 

6.0e-45 

114 

81 

(AC004683) unknown protein [Arabidopsis thaliana] 



196889 
27139JL 
LIB3147 
BLASTX 
g3135693 
158 

1.0e-10 

64 

48 

(AF064201) 



R1039 
007-Q1-K1- 



■F3 



.glutathione S-transferase [Gossypium hirsutum] 



196890 

27146J..R1039 
uC-gsflmaxxa048b03bl 

196891 

27157JL.R1039 

LIB3165-044-Q1-K1-F4 

BLASTX 

g2651316 

664 

2.0e-69 

168 

74 

(AC002336) unknown protein [Arabidopsis thaliana] 
196892 

27168JL.R1039 

LIB3147-008-Q1-K1-A12 

BLASTX 

g2498490 

207 

3.0e-16 

74 

55 

VIRAL INTEGRATION SITE PROTEIN INT-6 >gi | 1854579 (L35556) 
Int-6 [Mus musculus] >gi 12114363 (U62962) similar to mouse 
Int-6 [Homo sapiens] >gi 12351382 (U54562) eIF3-p48 [Homo 
sapiens] >gi 12688818 (U85947) Int-6 [Homo sapiens] 
>gi | 2695701 (U94175) mammary tumor-associated protein INT6 
[Homo sapiens] >gi | 4503521 | ref | NP_001559 . 1 | pEIF3S6 | murine 
mammary tumor integration site 6 (oncogene homolog) 



Seq, No. 
Contig ID 
5 '-most EST 



196893 

27181_1.R1039 
uC-gsflnu33B031a03bl 



26553 



Method 


BLASTX 






BLAST score 


411 


E value 


6.0e-40 


Match length 


147 


% identity 


3 / 


NCBI Description 


(AF039367) chromomethylase 


Seq. No. 


196894 


Contig ID 


27201J..R1039 


5' -most EST 


uC-gsronu33Bl 5 7 c 0 2b 1 


Seq. No. 


196895 


Contig ID 


27207 1.R1039 


5 '-most EST 


uC-gsronu33B113c05bl 


Method 


BLASTX 


NCBI GI 


gl710530 


BLAST score 


725 


E value 


8.0e-77 


Match length 


146 


% identity 


90 


NCBI Description 


60S RIBOSOMAL PROTEIN L27A : 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -mo st EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ribosomal protein L27a - Arabidopsis thaliana 
>gi|1107487!einb|CAA63025| (X91959) 60S ribosomal protein 
L27a [Arabidopsis thaliana] 

196896 

27216JL.R1039 
g5044398 

196897 

27223JL.R1039 
uC-gsflnu33B144c05bl 

196898 

27234_1.R1039 

LIB3166-039-P1-K1-H8 

BLASTX 

g!256771 

656 

1.0e-68 

187 

67 

(U51270) COP9 [Spinacia oleracea] 
196899 

27236J..R1039 

LIB3197-031-Q1-M1-A5 

BLASTX 

g2132184 

167 

1.0e-ll 

136 

35 

hypothetical protein YPL093w - yeast (Saccharomyces 
cerevisiae) >gi 11151233 (U43281) Lpgl5p [Saccharomyces 
cerevisiae] 



26554 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196900 

27241JL.R1039 

uC-gsronu33B109b06bl 

BLASTX 

g3912920 

144 

1.0e-08 

120 
33 

(AF001308) hypothetical protein [Arabidopsis thaliana] 
196901 

27242JL.R1039 

LIB3272-004-P1-K1-A5 

BLASTX 

gll36741 

448 

2.0e-44 

138 
63 

(D42052) predicted protein of 548 amino acids [Homo 
sapiens] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 



196902 

27246J..R1039 

LIB3148-012-Q1-K1-C2 

BLASTX 

g2828291 

382 

2.0e-64 

276 
42 

(AL021687) putative protein [Arabidopsis thaliana] 
196903 

27268J..R1039 
LIB3148-034-Q1-K1-C2 

196904 

27272JL.R1039 

g5050170 

BLASTX 

g461736 

622 

1.0e-64 

196 
64 

MITOCHONDRIAL CHAPERONIN HSP60-2 PRECURSOR 
>gi|478786|pir| IS29316 chaperonin 60 - cucurbit 
>gi|12546|emb|CAA50218| (X70868) chaperonin 60 [Cucurbita 
sp.] 

196905 

27276J..R1039 

LIB3189-039-P1-K1-B6 

BLASTX 



26555 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3024017 
533 

3.0e-54 

115 

92 

EUKARYOTIC TRANSLATION INITIATION FACTOR 1A (EIF-lA) 
(EIF-4C) >gi | 2565421 (AF026804) eukaryotic translation 
initiation factor elF-lA [Onobrychis viciifolia] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196906 

27276_2.R1039 

uC-gsflnu33B089f03bl 

BLASTX 

g3024017 

507 

4.0e-51 

99 

97 

EUKARYOTIC TRANSLATION INITIATION FACTOR 1A (EIF-lA) 
(EIF-4C) >gi | 2565421 (AF026804) eukaryotic translation 
initiation factor elF-lA [Onobrychis viciifolia] 



otsq • 1MU • 


1 Q£Qfi7 
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' T.TR^I T7 — OOQ— HI —PCI — P? 




RT.ASTX 


NCBI GI 


g3860257 


BLAST score 


401 


E value 


8 • Oe-39 


Match length 


137 


% identity 


58 


NCBI Description 


(AC005824) hypothetical protein [Arabidops 


Seq. No. 


196908 


Contig ID 


27303 1.R1039 


S'-most EST 


LIB3148-056-Q1-K1-G8 


Method 


BLASTX 


NCBI GI 


g4567282 


BLAST score 


453 


E value 


6.0e-45 


Match length 


141 


% identity 


67 


NCBI Description 


(AC006841) putative DNAJ protein [Arabidop 


Seq. No. 


196909 


Contig ID 


27310 1.R1039 


5 f -most EST 


LIB3189-051-P1-K1-A10 


Method 


BLASTX 


NCBI GI 


g3033400 


BLAST score 


641 


E value 


6.0e-67 


Match length 


158 


% identity 


75 


NCBI Description 


(AC004238) putative Ser/Thr protein kinase 




thaliana] 


Seq. No. 


196910 



26556 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27316JL.R1039 

LIB3166-044-P1-K1-G3 

BLASTX 

gl730771 

162 

2.0e-12 

172 
19 

HYPOTHETICAL 110.9 KD PROTEIN IN SPC98-TOM70 INTERGENIC 
REGION >gi|2132752|pir| IS63064 probable membrane protein 
YNL123w - yeast {Saccharomyces cerevisiae) 
>gi|1183950|emb|CAA93384| (Z69382) N1897 [Saccharomyces 
cerevisiae] >gi | 1302054 | emb | CAA9600 4 | (Z71399) ORF YNL123w 
[Saccharomyces cerevisiae] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196911 

27339J..R1039 

uC-gsronu33B145d07bl 

BLASTX 

g2245136 

573 

2.0e-61 

188 
64 

(Z97344) trehalose-6-phosphate synthase homolog 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196912 

27347JL.R1039 

LIB3166-050-P1-K1-G1 

BLASTX 

g2961375 

159 

2.0e-10 

51 

55 

(AL022141) NAM like protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196913 

27355J..R1039 

uC-gsflmaxxa011a04bl 

BLASTX 

g4432866 

253 

2.0e-21 

265 
29 

(AC006300) 
thaliana] 



putative reverse transcriptase [Arabidopsis 



Seq. No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 
E value 



196914 

27361_2.R1039 

LIB3166-044-P1-K1-G5 

BLASTX 

g4538913 

415 

9.0e-41 



26557 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



100 
79 

(AL049482) putative protein [Arabidopsis thaliana] 



196915 

27365JL.R1039 

g5046579 

BLASTX 

g2789434 

675 

6.0e-71 

154 

82 

(AB001389) CLB1 



[Lycopersicon esculentum] 



196916 

27372_1.R1039 
LIB3148-058-Q1-K1-D6 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196917 

27376J..R1039 

LIB3272-033-P1-K1-E9 

BLASTX 

g3522952 

424 

8.0e-42 

125 

66 

(AC004411) 
thaliana] 



putative alcohol dehydrogenase [Arabidopsis 



Seq. No. 
Contig ID 
5' -most EST 



196918 

27379JL.R1039 
LIB3189-050-P1-K1-C5 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



196919 

27384JL.R1039 
LIB3148-026-Q1-K1-C7 

196920 

27389JL.R1039 

LIB3197-019-Q1-M1-H9 

BLASTX 

g3080405 

209 

5.0e-21 

100 

52 

(AL022603) Lsdl like protein [Arabidopsis thaliana] 

>gi I 4455269 1 emb | CAB36805.il (AL035527) Lsdl like protein 

[Arabidopsis thaliana] 

196921 

27393 JL.R1039 

LIB3148-045-Q1-K1-B1 

BLASTN 

g3869075 



26558 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
-Match length 
% identity - 
NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



35 

6.0e-10 

155 
82 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXK3, complete sequence [Arabidopsis thaliana] 

196922 

27399JL.R1039 

LIB3147-011-Q1-K1-A1 

BLASTX 

g3927830 

217 

3.0e-17 

57 

38 

(AC005727) hypothetical protein [Arabidopsis thaliana] 
196923 

27403_1.R1039 

uC-gsflmaxxa097al0bl 

BLASTX 

g4557062 

570 

2.0e-58 

201 

58 

(AC007045) hypothetical protein [Arabidopsis thaliana] 
196924 

27404_1.R1039 

LIB3147-011-Q1-K1-A3 

BLASTX 

g3184280 

690 

1.0e-72 

197 

66 

(AC004136) putative small multi-drug export protein 
[Arabidopsis thaliana] 

196925 

27423JL.R1039 

LIB3147-011-Q1-K1-C2 

BLASTX 

g231736 

370 

3.0e-35 

91 

70 

G2/MITOTIC-SPECIFIC CYCLIN 2 (B-LIKE CYCLIN) 
>gi|322706|pir| IS29925 cyclin - alfalfa (fragment) 
>gi|322708|pir||PQ04 90 cyclin 2 - alfalfa (fragment) 
>gi|19599|emb|CAA48675| (X68741) cyclin [Medicago sativa] 

196926 

27426 1.R1039 



26559 



5 '-most EST 



LIB3147-019-Q1-K1-E1 



Seq. No. 
Contig ID 
5' -most EST 



196927 

27429_1.R1039 
LIB3147-011-Q1-K1-D10 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196928 

27448JL.R1039 

LIB3272-003-P1-K1-G5 

BLASTX 

g2245131 

169 

7.0e-12 

75 
52 

(Z97344) hypothetical protein [Arabidopsis thaliana] 
196929 

27462_1.R1039 

LIB3197-026-Q1-M1-C10 

BLASTX 

g4325345 

958 

1.0e-104 

253 

31 

(AF128393) similar to thioredoxin-like proteins (Pfam: 
PF00085, Score=42.9, E=1.4e-ll, N«=l) ; contains similarity 
to dihydroorotases (Pfam: PF00744, Score=154.9, E=1.4e-42, 
N=l) [Arabidopsis thaliana] 

196930 

27467_1.R1039 

LIB3148-045-Q1-K1-F1 

BLASTX 

gl085384 

318 

3.0e-29 

74 

74 

Sm protein F - human >gi | 806564 | emb | CAA59688 I (X85372) Sm 
protein F [Homo sapiens] 

>gi|4507131|ref |NP_003086. 1 IpSNRPF | small nuclear 
ribonucleoprotein polypeptide F 

196931 

27473__1.R1039 

LIB3149-013-Q1-K1-H5 

BLASTX 

gl706319 

544 

2.0e-55 

193 

54 

HISTIDINE DECARBOXYLASE (HDC) (TOM92) 
>gi|481829|pir| IS39554 histidine decarboxylase (EC 
4.1.1.22) - tomato >gi | 416534 | emb | CAA507 19 1 (X71900) 



26560 



histidine decarboxylase [Lycopersicon esculentum] 



Seq* No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196932 

27477J..R1039 

LIB3147-013-Q1-K1-A2 

BLASTX 

g2160166 

225 

2.0e-27 

190 

39 

(AC000132) No definition line found [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



196933 

27481JL.R1039 
uC-gsfltoaxxa0.67bl0bl 



Seq. No. 
Contig ID 
5 ! -most EST 



196934 

27486J..R1039 
LIB3147-013-Q1-K1-B12 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196935 

27496JL.R1039 

LIB3147-013-Q1-K1-C11 

BLASTX 

g417488 

337 

1.0e-31 

69 

88 

ALPHA- GLUCAN PHOSPHORYLASE, H ISOZYME (STARCH PHOSPHORYLASE 
H) >gi[ 100452 |pir | IA40995 starch phosphorylase (EC 2.4.1.1) 
H - potato >gi| 169473 (M69038) alpha-glucan phosphorylase 
type H isozyme [Solanum tuberosum] 



Seq, 'No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196936 

27499_1»R1039 
LIB3147-013-Q1-K1-C3 
BLASTX 
gl!72995 
287 

1.0e-25 
117 
55 

60S RIBOSOMAL PROTEIN L22 >gi | 1083790 | pir | 
protein L22 - rat >gi | 710295 | emb I CAA55204 ) 
ribosomal protein L22 [Rattus norvegicus] 
>gi| 1093952 | prf M2105193A ribosomal protein L22 
norvegicus] 



S52084 ribosomal 
(X78444) 



[Rattus 



Seq. No. 
Contig ID 
5 T -most EST 



196937 

27506_JL.R1039 
uC-gsronu33B001f04bl 



Seq. No. 
Contig ID 
5 1 -most EST 



196938 

27507JL.R1039 
LIB3166-001-Q1-K1-H3 



26561 



Method 


BLASTX 


NCBI GI 


g285286 


BLAST score 


262 


E value 


2,0e-22 


Match length 


100 


% identity 


49 


NCBI Description 


flavonol 4 1 -sulfotransf erase - Flaveria chloraefol. 


Seq. No. 


196939 


Contig ID 


27510 1.R1039 


5 1 -most EST 


LIB3148-055-Ql*K-l-C4 


Seq. No. 


196940 


Contig ID 


27514 1.R1039 


5' -most EST 


LIB3147-013-Q1-K1-D8 


Method 


BLASTX 


NCBI GI 


g2104681 


BLAST score 


233 


E value 


3.0e-19 


Match length 


130 


% identity 


45 


NCBI Description 


(X97907) transcription factor [Vicia faba] 


Seq, No. 


196941 


Contig ID 


27531 1.R1039 


5 1 -most EST 


LIB3149-017-Q1-K1-C9 


Seq, No. 


196942 


Contig ID 


27534 1.R1039 


5' -most EST 


LIB3147-013-Q1-K1-F5 


Method 


BLASTX 


NCBI GI 


g2245066 


BLAST score 


199 


E value 


5.0e-33 


Match length 


133 


% identity 


53 


NCBI Description 


(297342) Beta-Amylase [Arabidopsis thaliana] 


Seq. No. 


196943 


Contig ID 


27536 1.R1039 


5' -most EST 


LIB3149-033-Q1-K1-H10 


Seq. No. 


196944 


Contig ID 


27537_1.R1039 


5 '-most EST 


uC-gsronu33B036e08bl 


Method 


BLASTX 


NCBI GI 


g4415933 


BLAST score 


254 


E value 


1.0e-21 


Match length 


71 


% identity 


66 


NCBI Description 


(AC006418) putative cellular apoptosis susceptibil 



protein [Arabidopsis thaliana] 
>gi|4559390igb|AAD23050.1jAC006526_15 (AC006526) putative 
cellular apoptosis susceptibility protein [Arabidopsis 
thaliana] 



26562 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196945 

27540J..R1039 

uC-gsflnu33B027g04bl 

BLASTX 

g3334299 

946 

1.0e-102 

197 

93 

PROTEASOME, ALPHA SUBUNIT (MULT I CATALYTIC ENDOPEPTIDASE 
COMPLEX ALPHA SUBUNIT) >gi | 2315211 | emb | CAA74725 | (Y14339) 
proteasome alpha subunit [Lycopersicon esculentum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196946 

27541JL.R1039 

g5050555 

BLASTX 

g4220532 

220 

1.0e-17 

106 
52 

(AL035356) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196947 

27544_1.R1039 

LIB3148-002-P1-K1-C12 

BLASTX 

g585963 

263 

7.0e-23 

69 

78 

PROTEIN TRANSPORT PROTEIN SEC61 GAMMA SUBUNIT 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196948 

27544_2.R1039 

LIB3149-021-Q1-K1-A5 

BLASTX 

g585963 

262 

8.0e-23 

69 

78 

PROTEIN TRANSPORT PROTEIN SEC61 GAMMA SUBUNIT 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196949 

27544_3.R1039 

LIB3149-018-Q1-K1-C7 

BLASTX 

g585963 

264 

6.0e-23 

69 

78 

PROTEIN TRANSPORT PROTEIN SEC61 GAMMA SUBUNIT 



26563 



® 



Seq. No. 


196950 


Contig ID 


27544 4.R1039 


5 '-most EST 


LIB3189-004-P1-K1-C1 


Method 


BLASTX 


JNubX bl 


goo o y o j 


BLAST score 


255 


E value 


6.0e-22 


Match length 


69 


^ identity 


/ / 


NCBI Description 


PROTEIN TRANSPORT PROTEIN SEC61 GAMMA 


Seq. No. 


196951 


Contig ID 


27546 1.R1039 


5 T -most EST 


LIB3147-013-Q1-K1-H3 


Seq. No. 


196952 


Contig ID 


27569 1.R1039 


5' -most EST 


LIB3147-015-Q1-K1-B8 


Method 


BLASTX 






BLAST score 


146 


E value 


5.0e-09 


Match length 


148 


% identity 


"3 Q 
OO 


NCBI Description 


cryptochrome 2 apoprotein - Arabidopsi 


Seq. No. 


196953 


Contig ID 


27574 1.R1039 


5 '-most EST 


LIB3147-015-Q1-K1-C2 


Seq. No. 


196954 


Contig ID 


27581 1.R1039 


5' -most EST 


LIB3147-015-Q1-K1-C9 


Method 


BLASTX 




g± / o*t f yo 


BLAST score 


849 


E value 


2.0e-91 


Match length 


168 


% identity 


89 


NCBI Description 


(U59477) omega-3 fatty acid desaturase 


Seq. No. 


196955 


Contig ID 


27605 1.R1039 


5 '-most EST 


LIB3166-017-P1-K1-H6 


Method 


BLASTX 


NCBI GI 


g2213884 


rsiiB.01 score 


Gil £ 


E value 


8.0e-71 


Match length 


181 


% identity 


70 


NCBI Description 


(AF004166) 2-isopropylmalate synthase 




pennellii] 


Seq. No. 


196956 


Contig ID 


27607 1.R1039 


5* -most EST 


uC-gsflnu33B100a09bl 



26564 



Seq. No. 






Contig ID 


27610_1. R1Q39 




5' -most EST 


LIB3147-Q15-Q1- 


T/1 TP A 

-i\l-£ 4 


Seq. No. 


19695a 




Contig ID 






5 -most Ebi 




IX J- JD v 


Method 


T}T 7\ C TV 




NCBI GI 


g2401257 




BLAST score 


325 




E value 


4 . Ue-3U 




Match length 


138 




% identity 


48 


[Nicot 


NCBI Description 


(D63951) TBZ17 


Seq. No. 


19o959 




Contig ID 


Z / ODD x . Kiuoy 




5 '-most EST 


t ttsTI A ""7 AT T /"M 

LIB314 7-017 -Ql* 


TV"! C *3 


Seq. No. 


1 A A A 

196960 




Contig ID 


27661 1.R1039 




5'-most EST 


„r A j« OAO*3 

goU4ou^ o 




Method 


BLAolA 




NCBI GI 


gl079063 




BLAST score 


167 




E value 


3.0e-ll 




Match length 


162 




% identity 


27 




NCBI Description 


deep orange protein - 



>gi|798832|emb|CAA60382| (X86683) 
[Drosophila melanogaster] 



deep orange (dor) 



Seq. No. 


196961 


Contig ID 


27678 2.R1039 


5 1 -most EST 


g5045700 


Method 


BLASTX 


NCBI GI 


g4191783 


BLAST score 


201 


E value 


2.0e-15 


Match length 


51 


% identity 


73 


NCBI Description 


(AC005917) hypothetical protein 


Seq. No. 


196962 


Contig ID 


27682 1.R1039 


5 '-most EST 


LIB3166-030-P1-K1-G7 


Method 


BLASTX 


NCBI GI 


g4512653 


BLAST score 


1186 


E value 


1.0e-130 


Match length 


302 


% identity 


56 


NCBI Description 


(AC007048) unknown protein [Aral 


Seq. No. 


196963 


Contig ID 


27683 1.R1039 


S'-most EST 


LIB3147-023-Q1-K1-E4 



26565 



Seq. No. 
Contig ID 
■5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



196964 

27685JL.R1039 

uC-gsflmaxxa027g09bl 

BLASTX 

g!362091 

355 

2.0e-33 

76 

8 6 

cellulase (EC 3.2.1.4) precursor - tomato >gi 1924 622 
(U20590) endo-l f 4-beta-glucanase precursor [Solanum 
ly coper sicum] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196965 

27692_1.R1039 
LIB3147-017-Q1-K1-H10 

196966 

27703 1.R1039 

LIB3L47-018-Q1-K1-E10 

BLASTX 

gl708993 

537 

5.0e-55 

144 

73 

CYSTATHIONINE BETA-LYASE PRECURSOR (CBL) 
(BETA-CYST AT HIONASE) (CYSTEINE LYASE) 
>gi|2129567 |pir| IS61429 cystathionine beta-lyase (EC 
4.4.1.8) - Arabidopsis thaliana >gi 1704397 (L40511) 
cystathionine beta-lyase [Arabidopsis thaliana] 

196967 

27707_1.R1039 

g5049420 

BLASTX 

g4008006 

619 

2.0e-64 

198 

64 

(AF084034) receptor-like protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196968 

27710JL.R1039 

LIB3147-039-Q1-K1-C7 

BLASTX 

g3935165 

216 

2.0e-24 

109 

68 

(AC004557) F17L21.8 [Arabidopsis thaliana] 



Seq. No. 



196969 



26566 



Contig ID 
5' -most EST 



27727_1.R1039 
uC-gsflnu33B005h03bl 



Seq. No. 
Contig ID 
5' -most EST 



196970 

27728JL.R1039 
LIB3147-019-Q1-K1-A4 



Seq. No. 


196971 


Contig ID 


27732 1.R1039 


5 1 -most EST 


LIB3272-041-P1-K1-H11 


Method 


BLASTX 


NCBI GI 


g3860008 


BLAST score 


244 


E value 


2.0e-20 


Match length 


140 


% identity 


34 


NCBI Description 


(AF091085) unknown [Homo sapiens] 


Seq. No. 


196972 


Contig ID 


27738 1.R1039 


5 '-most EST 


LIB3272-041-P1-K1-D8 


Method 


BLASTX 


NCBI GI 


g4105772 


BLAST score 


743 


E value 


6.0e-79 


Match length 


177 


% identity 


73 


NCBI Description 


(AF049917) PGP9B [Petunia x hybrida] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196973 

27766_1.R1039 

uC-gsf lmaxxa096ellbl 

BLASTX 

g4567249 

1153 

1.0e-127 

289 

73 

(AC007070) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196974 

27768_1.R1Q39 

uC-gsflnu33B075h02bl 

BLASTX 

gl30185 

356 

1.0e-33 

91 

73 

PHYTOCHROME A >gi | 65877 | pir || FKPUZ phytochrome - zucchini 

>gi 1 167501 (M15265) phytochrome [Cucurbita pepo] 

>gi 1 225435 Iprf | I1303260A phytochrome [Cucurbita pepo] 



Seq. No. 
Contig ID 
5 T -most EST 
Method 



196975 

27770_1.R1039 

LIB3147-019-Q1-K1-E6 

BLASTX 



26567 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2245001 
487 

6.0e-49 

102 
8 9 

(Z97341) similarity to NADH dehydrogenase (ubiquinone) 
[Arabidopsis thaliana] 



196976 

27771_1.R1039 

uC-gsronu33B012fl0bl 

BLASTN 

g2244991 

44 

2.0e-15 

199 

85 

Arabidopsis thaliana DNA chromosome 4, 
fragment No 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST scofe 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



ESSA I contig 



196977 

27773_1.R1039 

LIB3147-019-Q1-K1-E9 

BLASTX 

g4454452 

464 

3.0e-46 

124 

67 

(AC006234) unknown protein [Arabidopsis thaliana] 
196978 

27777 JL.R1039 

LIB3147-019-Q1-K1-F2 

BLASTX 

g3334230 

444 

5.0e-44 

168 

49 

D-HYDANTOINASE (DIHYDROPYRIMIDINASE) (DHPASE) >gi I 2828803 
(U84197) D-hydantoinase [Pseudomonas putida] 

196979 

27793JL.R1039 

g5046913 

BLASTX 

g3549679 

347 

2.0e-32 
130 

(AL031394) putative protein [Arabidopsis thaliana] 
196980 

27808_1.R1039 
LIB3149-025-Q1-K1-C3 



26568 



BLASTX 
g3660187 
355 

1.0e-33 

93 
67 

Chain A, E2-C, An Ubiquitin Conjugating Enzyme Required For 
The Destruction Of Mitotic Cyclins >gi | 3660188 | pdb I 1E2C | B 
Chain B, E2-C, An Ubiquitin Conjugating Enzyme Required For 
The Destruction Of Mitotic Cyclins >gi I 3660189 | pdb 1 1E2C | C 
Chain C, E2-C, An Ubiquitin Conjugating Enzyme Required For 
The Destruction Of Mitotic Cyclins >gi I 4388942 |pdb | 2E2C | 
E2-C, An Ubiquitin Conjugating Enzyme Required For The 
Destruction Of Mitotic Cyclins 

196981 

27813JL.R1039 
LIB3147-020-Q1-K1-B1 
BLASTX 
g2494034 
651 

4.0e-82 
178 
88 

DIACYLGLYCEROL KINASE 1 (DIGLYCERIDE KINASE) (DGK 1) (DAG 
KINASE 1) >gi|2129573|pirMS71467 diacylglycerol kinase - 
Arabidopsis thaliana >gi 1 1374772 | dbj | BAAO 9856 | (D63787) 
diacylglycerol kinase [Arabidopsis thaliana] 

196982 

27830JL.R1039 
g5047539 
BLASTX 
gl07350 
385 

7.0e-37 
214 
39 

Pm5 protein - human >gi 1 1335273 | emb | CAA4 0655 | (X57398) pm5 
protein [Homo sapiens] 

Seq. No. 196983 

Contig ID 27832JL.R1039 

5' -most EST LIB3148-038-Q1-K1-A12 

Method BLASTX 

NCBI GI g4185133 

BLAST score 138 

E value 3.0e-15 

Match length 7 6 

% identity 61 

NCBI Description (AC005724) putative zinc finger protein [Arabidopsxs 
thaliana] 

Seq. No. 196984 

Contig ID 27850_1 .R1039 

5 '-most EST uC-gsronu33B019b03bl 



Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



26569 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



.R1039 

-020-Q1-K1-E8 



196985 
27851JL. 
LIB3147- 
BLASTX 
gll72558 
225 

2.0e-18 

72 
60 

OUTER PLASTIDIAL MEMBRANE PROTEIN PORIN (VOLTAGE- DEPENDENT 
ANION-SELECTIVE CHANNEL PROTEIN) (VDAC) 
>gi|480122|pir| IS36454 porin porl - garden pea 
>gi|396819|emb|CAA80988| (Z25540) Porin [Pisum sativum] 



Seq. No. 


1969oo 


Contig ID 


27864 1.R1039 


5 '-most EST 


LIB3147-020-Q1-K1-G1 


Seq. No. 


196987 


Contig ID 


27876 1.R1039 


5' -most EST 


LIB3147-020-Q1-K1-H8 


Seq. No. 


i f\ y r\ ri 

196988 


Contig ID 


27891_1.R1039 


5' -most EST 


LIB3147-021-Q1-K1-E11 


Seq. No. 


196989 


Contig ID 


27901 1.R1039 


5' -most EST 


LIB3196-058-P1-M1-A3 


Method 


BLASTX 


NCBI GI 


gl518540 


BLAST score 


1107 


E value 


1.0e-121 


Match length 


235 


% identity 


86 


NCBI Description 


(U53418) UDP-glucose dehydrogenase 


Seq. No. 


-i f\ r t\ c\ f\ 

196990 


Contig ID 


27903 1.R1039 


5' -most EST 


LIB3147-022-Q1-K1-A3 


Method 


BLASTX 


NCBI GI 


gl911774 


BLAST score 


187 


E value 


1.0e-13 


Match length 


78 


% identity 


41 


NCBI Description 


(S83364) putative Rab5-interacting 


[human, HeLa cells, Peptide Partial 


Seq. No. 


196991 


Contig ID 


27904 1.R1039 


5 '-most EST 


LIB3149-021-Q1-K1-D9 


Method 


BLASTX 


NCBI GI 


g2677830 


BLAST score 


755 


E value 


3.0e-80 


Match length 


164 



[Homo sapiens] 



26570 



% identity 90 

NCBI Description (U93168) ribosomal protein L12 [Prunus armeniaca] 



Seq. No. 
Contig ID 
5" -most EST 



196992 

27915JL.R1039 
LIB3147-022-Q1-K1-B5 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196993 

27921_1.R1039 
LIB3166-035-P1-K1-E7 . 

196994 

27947_1.R1039 

g5047251 

BLASTX 

g731651 

390 

1.0e-37 

211 
39 

HYPOTHETICAL ALDEHYDE-DEHYDROGENASE LIKE PROTEIN IN 
PUT2-SRB2 INTERGENIC REGION >gi | 626608 1 pir | | S46746 
hypothetical protein YHR039c - yeast {Saccharomyces 
cerevisiae) >gi 1488180 (U00062) Yhr039cp [Saccharomyces 
cerevisiae] 



Seq. No. 


196995 


Contig ID 


27948 1.R1039 


5 1 -most EST 


uC-gsronu33B146e03bl 


Method 


BLASTX 


NCBI GI 


g2464914 


BLAST score 


302 


E value 


3.0e-27 


Match length 


126 


% identity 


50 


NCBI Description 


(Z99708) hypothetical protein [Arabidopsis 


Seq. No. 


196996 


Contig ID 


27957JL.R1039 


5 1 -most EST 


uC-gsflmaxxa067cllbl 


Seq. No. 


196997 


Contig ID 


27974 1.R1039 


5 '-most EST 


LIB3147-022-Q1-K1-H8 


Method 


BLASTX 


NCBI GI 


g3098571 


BLAST score 


271 


E value 


1.0e-23 


Match length 


126 


% identity 


42 


NCBI Description 


(AF049028) BURP domain containing protein | 


Seq. No. 


196998 


Contig ID 


27990 1.R1039 


5 '-most EST 


LIB3147-024-Q1-K1-C7 


Method 


BLASTX 


NCBI GI 


g2811278 



26571 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



746 

4.0e-79 

176 

79 

(AF043284) expansin [Gossypium hirsutum] 
196999 

27999JL.R1039 
LIB3147-023-Q1-K1-C2 

197000 

28000_1.R1039 

g5045471 

BLASTX 

g3142296 

241 

4.0e-20 

91 

52 

(AC002411) Contains similarity to hypothetical 
mitochondrial import receptor subunit gb|Z98597 from S. 
pombe. ESTs gb|T45575 and gb|Z26435 and gb|AA394576 come 
from this gene. [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
S'-most EST 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197001 

28001J..R1039 
LIB3166-037-P1-K1-A9 

197002 

28013_1.R1039 
LIB3148-022-Q1-K1-D3 

197003 

28024_1.R1039 
g5044893 

197004 

28028_1.R1039 

uC-gsflnu33B109g05bl 

BLASTX 

g4103635 

303 

3.0e-27 

115 

47 

(AF026538) ABA- responsive protein [Hordeum vulgare] 
197005 

28031JL.R1039 

uC-gsronu33B062gl2bl 

BLASTX 

g3924612 

485 

1.0e-48 

104 
89 

(AF069442) mitochondrial elongation factor Tu [Arabidopsis 



26572 



thaliana] >gi I 4263511 1 gb (AAD15337 | (AC004044) mitochondrial 
elongation factor Tu [Arabidopsis thaliana] 



Seq. No. 


197006 


Contig ID 


28043 1.R1039 


5' -most EST 


LIB3272-050-P1-K1-C8 


Method 


TIT 7\ crnv 

BLASTX 


NCBI GI 


g3759184 


BLAST score 


313 


E value 


1 . Oe-28 


Match length 




% identity 


IT A 

59 


NCBI Description 


(ABUlo441) pill 1 [DJicouiana tdJ3a.ouiuj 


Seq. No. 


197007 


Contig ID 


28047 1.R1039 


5 f -most EST 


LIB3196-045-P1-M1-H1 


Method 


BLASTX 


NCBI GI 


g3776005 


BLAST score 


628 


E value 


2.0e~95 


Match length 


187" 


% identity 


95 


NCBI Description 


(AJ0104 66) RNA helicase [Arabidopsis 


Seq. No. 


197008 


Contig ID 


28048_1.R1039 


5 '-most EST 


uC-gsronu33B080d07bl 


Seq* No. 


197009 


Contig ID 


28060 1.R1039 


5 1 -most EST 


LIB3189-043-P1-K1-D10 


Method 


BLASTX 


NCBI GI 


g3202042 


BLAST score 


832 


E value 


2 . Oe-89 


Match length 


192 


% identity 


83 


NCBI Description 


(AF069324) 26S proteasome regulatory 


[Mesembryanthemum crystal linum] 


Seq. No. 


197010 


Contig ID 


28061 1.R1039 


5 '-most EST 


uC-gsronu33B002f02bl 


Method 


BLASTN 


NCBI GI 


g2645198 


BLAST score 


42 


E value 


3.0e-14 



Match length 

% identity 

NCBI Description 



62 
92 

Arabidopsis thaliana chromosome I BAC T26J12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 



197011 

28069J..R1039 

g5048094 

BLASTX 



26573 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



g3157943 
439 

4.0e-43 

148 

60 

(AC002131) Contains similarity to BAP 31 protein gb(X81816 
from Mus musculus. [Arahidopsis thaliana] 

197012 

28080JL.R1039 

LIB3147-024-Q1-K1-E10 

BLASTN 

gl70293 

44 

2.0e-15 

136 

83 _ 
Nicotiana plumbagini folia plasma -membrane H+ ATPase (pma3) 

mRNA, complete cds 
197013 

28090_1.R1039 
LIB3147-024-Q1-K1-F1 



Seq* No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 



197014 

28103_1.R1039 
LIB3148-022-Q1-K1-G7 

197015 

28103_2.R1039 
LIB3147-024-Q1-K1-G2 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



197016 

28107_1.R1039 

LIB3166-052-P1-K1-B11 

BLASTX 

g2072626 

447 

3.0e-44 

136 

66 

(Y12904) hypothetical protein [Arabidopsis thaliana] 
>gi|3281856|emb|CAA19751| (AL031004) Transcription factor 
II homolog [Arabidopsis thaliana] 

197017 

28117JL.R1039 
uC-gsronu33B130e04bl 

197018 

28122_1.R1039 

LIB3147-055-Q1-K1-E7 

BLASTX 

gl778145 

640 

9.0e~67 
178 



26574 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



72 

(U66402) phosphate /phosphoenolpyruvate translocator 
precursor [Nicotiana tabacum] 

197019 

28124_1.R1039 

LIB3147-026-Q1-K1-B1 

BLASTX 

g2529662 

314 

3.0e-37 

107 

81 

(AC002535) putative small nuclear ribonucleoprotein, Sm D2 
[Arabidopsis thaliana] >gi 13738278 (AC005309) putative 
small nuclear ribonucleoprotein, Sm D2 [Arabidopsis 
thaliana] 

197020 

28138_1.R1039 

g5048900 

BLASTX 

g2865623 

862 

9.0e-93 

193 

85 

(AF045286) 

GDP-4-keto-6-deoxy-D-mannose-3, 5-epimerase-4-reductase 
[Arabidopsis thaliana] 

197021 

28145_1.R1039 

LIB3147-026-Q1-K1-D1 

BLASTX 

g3135611 

240 

5.0e-20 

55 

80 

(AF062485) cellulose synthase [Arabidopsis thaliana] 
197022 

28155JL.R1039 

g5049759 

BLASTX 

g2493495 

382 

5.0e-61 

154 

77 

SERINE CARBOXYPEPTIDASE-LIKE >gi | 2129878 | pir | | S72370 
carboxypeptidase - garden pea (fragment) 

>gi 1 1089904 I emb I CAA92216 1 ( Z68130 ) carboxypeptidase [Pisum 
sativum] >gi 1 1587217 I prf M 2206338A Ser carboxypeptidase 
[Pisum sativum] 



26575 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197023 

28175JL.R1039 

LIB3196-043-P1-M1-F9 

BLASTX 

g2213610 

227 

1.0e-18 

108 
44 

(AC000103) F21J9.4 [Arabidopsis thaliana] 
197024 

28176_1.R1039 

LIB3147-026-Q1-K1-G9 

BLASTX 

g72307 

146 

2.0e-21 

142 

49 

22K zein precursor (clone pZ22.3) - maize >gi 1168686 
(J01246) 26.99 kd zein protein [Zea mays] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



197025 

28192JL.R1039 

g5048121 

BLASTX 

g2262100 

641 

6.0e-67 

156 

77 

(AC002343) unknown protein [Arabidopsis thaliana] 
197026 

28194_1.R1039 
LIB3147-027-Q1-K1-A12 

197027 

28198_1.R1039 

g5044337 

BLASTX 

g322752 

293 

4.0e-26 

161 

40 

auxin-independent growth promoter - Nicotiana tabacum 
>gi|559921|emb|CAA56570| (X80301) axi 1 [Nicotiana tabacum] 

197028 

28216_1.R1039 

LIB3166-029-P1-K1-A9 

BLASTX 

g3873408 

151 

1.0e-09 



26576 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5" -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



119 
38 

(L76926) putative zinc finger protein [Arabidopsis 
thaliana] 



197029 

28216_2.R1039 

g5050392 

BLASTX 

g2244955 

283 

6.0e-26 

202 
38 

(Z97340) hypothetical protein 



[Arabidopsis thaliana] 



197030 

28217JL.R1039 
uC-gsronu33B116f07bl 

197031 

28224JL.R1039 

LIB3147-027-Q1-K1-E3 

BLASTX 

gl731146 

203 

6.0e-16 

85 
47 

HYPOTHETICAL 42.1 KD PROTEIN ZK1307 . 9 IN CHROMOSOME III 
>gi|3881615|emb|CAA87435| (Z47358) similar to YJU2 protein 
[Caenorhabditis elegans] 

197032 

28234_1.R1039 
LIB3147-027-Q1-K1-F5 

197033 

28239_1.R1039 
uC-gsflnu33B136h06bl 

197034 

28239_2.R1039 
LIB3272-039-P1-K1-G2 

197035 

28249JL.R1039 

LIB3147-027-Q1-K1-H7 

BLASTX 

gl432056 

194 

1.0e-14 

110 

45 

(U56834) WRKY3 [Petroselinum crispum] 



Seq. No. 



197036 



26577 



Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -mo st EST 



28251_1.R1Q39 
LIB3197-051-Q1-M1-F12 

BLASTX 

g4580389 

514 

2.0e-52 

134 

72 

(AC007171) unknown protein [Arabidopsis thaliana] 
197037 

28262_1.R1039 
LIB3147-028-Q1-K1-D11 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
- E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



197038 

28263JL.R1039 
LIB3147-028-Q1-K1-D5 

197039 

28269_1.R1039 

LIB3147-028-Q1-K1-E12 

BLASTX 

gll72635 

1012 

1.0e-113 

250 

8 9 

26S PROTEASE REGULATORY SUBUNIT 4 HOMOLOG (TAT-BINDING 
PROTEIN HOMOLOG 2) >gi I 556558 | dbj | BAA0 4615 | (D17789) ri 
homologue of Tat binding protein [Oryza sativa] 

197040 

28284_1.R1039 

uC-gsronu33B098ellbl 

BLASTX 

g2746335 

160 

9.0e-ll 

72 

44 

(AF037205) RING zinc finger protein [Mus musculus] 
197041 

28289_1.R1039 

LIB3147-04 6-Q1-K1-E9 

BLASTX 

g2642158 

300 

6.0e-27 

107 

54 

(AC003000) hypothetical protein [Arabidopsis thaliana] 
197042 

28290_1.R1039 
LIB3189-003-P1-K1-H7 



26578 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197043 

28299_1.R1039 

uC-gsronu33B154a07b2 

BLASTX 

g3367593 

720 

2.0e-76 

175 

75 

(AL031135) putative protein [Arabidopsis thaliana] 
>gi| 3805841|emb|CAA21461| (AL031986) putative protein 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197044 

28303_1.R1039 

g5047238 

BLASTX 

g445612 

582 

5.0e-60 

122 

92 

ribosomal protein S19 [Solanum tuberosum] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197045 

28303_2.R1039 

g3326358 

BLASTX 

g445612 

600 

3.0e-62 

122 

96 

ribosomal protein SI 9 



[Solanum tuberosum] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197046 

28303_3.R1039 

uC-gsflmaxxa026b02bl 

BLASTX 

g445612 

596 

1.0e-61 

122 
95 

ribosomal protein SI 9 



[Solanum tuberosum] 



Seq. No. 
Contig ID 
5' -most EST 



197047 

28332_1.R1039 
LIB3147-029-Q1-K1-E3 



Seq. No. 
Contig ID 
5' -most EST 



197048 

28334_1.R1039 
LIB3147-029-Q1-K1-E5 



Seq. No. 
Contig ID 
5 '-most EST 



197049 

28339_1.R1039 
LIB3147-029-Q1-K1-F1 
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Seq. No* 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197050 

28341JL.R1039 

g5050324 

BLASTX 

g3877595 

409 

1.0e-39 

166 
52 

(Z79696) predicted using Genefinder; Similarity to Human 
HEP27 protein (TR: G1079566) ; cDNA EST yk281bl.5 comes from 
this gene; cDNA EST yk281bl.3 comes from this gene 
[Caenorhabditis elegans] >gi | 3879853 | emb | CAB04734 | (Z81592) 
predicted using Genefinder; Similarity to Human HEP27 
protein {TR: G1079566) ; cDNA EST yk281bl.5 comes from this 
gene; cDNA EST yk281bl.3 comes from this gene 
[Caenorhabditis elegans] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197051 

28341_3.R1039 

LIB3149-060-Q1-K1-H2 

BLASTX 

g4544409 

266 

6.0e-23 

85 

62 

(AC006955) putative transcription factor [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



197052 

28342_1.R1039 

uC -gs f lmaxxa 0 5 7 f 0 3b 1 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197053 

28355_1.R1039 

LIB3147-029-Q1-K1-G4 

BLASTX 

g4206122 

551 

2.0e-56 

132 

78 

(AF097667) protein phosphatase 2C homolog [Mesembryanthemum 
crystallinum] 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197054 

28366_1.R1039 

LIB3147-029-Q1-K1-H6 

BLASTN 

g3449313 

34 

1.0e-09 

62 
89 

Arabidopsis thaliana genomic 



DNA, chromosome 5, TAC clone: 



26580 



K21P3, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Contiq ID 
5 '-most EST 



197055 

28373_1.R1039 
LIB3147-031-Q1-K1-A7 



Seq. No. 
Contig ID 
5 T -most EST 



197056 

28379_2.R1039 
LIB3147-031-Q1-K1-B3 



Seq. No. 

Contig ID 
5' -most EST 



197057 

28389JL.R1039 
LIB3147-031-Q1-K1-C5 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197058 

28396_1.R1039 

g5046070 

BLASTX 

g399046 

716 

1.0e-75 

170 

82 

ADENINE PHOS PHORIBOS YLTRANS FERASE 1 (APRT) 

>gi| 99657 |pir||S20867 adenine phosphoribosyltransf erase 

2.4.2.7) - Arabidopsis thaliana >gi | 16164 | emb | CAA414 97 | 

(X58640) adenine phosphoribosyltransf erase [Arabidopsis 

thaliana] >gi| 433050 (L19637) adenine 

phosphoribosyltransf erase [Arabidopsis thaliana] 

>gi | 3935182 (AC004557) F17L21.25 [Arabidopsis thaliana] 



(EC 



Seq. No. 


197059 


Contig ID 


28397 1.R1039 


S'-most EST 


g5047816 


Method 


BLASTX 


NCBI GI 


g3414809 


BLAST score 


195 


E value 


2.0e-14 


Match length 


217 


% identity 


3 


NCBI Description 


(AF061529) rjs [Mus musculus] 


Seq. No. 


197060 


Contig ID 


28404 1.R1039 


5 T -most EST 


g5044870 


Method 


BLASTX 


NCBI GI 


g3329368 


BLAST score 


876 


E value 


2.0e-94 


Match length 


272 


% identity 


62 


NCBI Description 


(AF031244) nodulin-like protein [Arabidopsis thaliana] 



Seq. No. 197061 

Contig ID 28404_2 . R1039 

5' -most EST LIB3147-031-Q1-K1-E1 

Method BLASTX 



26581 




NCBI GI g3329368 

BLAST score 583 

E value 3.0e-60 

Match length 162 

% identity 69 , , . 

NCBI Description (AF031244) nodulin-like protein [Arabidopsis thalxanaj 



Seq. No. 197062 

Contig ID 28413JL .R1039 

5' -most EST LIB3147-031-Q1-K1-E8 

Method BLASTX 

NCBI GI g2501102 

BLAST score 506 

E value 2.0e-51 

Match length 147 

NCBI^escription SYNTAX IN -RELATED PROTEIN KNOLLE >gi 11184165 (U39451) 
syntaxin-related [Arabidopsis thaliana] >gi 1 1184167 
(U39452) syntaxin-related [Arabidopsis thaliana] 
>gi 1 3063443 (AC003981) F22013.4 [Arabidopsis thaliana] 
>gi| 1587182 |prf M 2206310A syntaxin-related protein 
[Arabidopsis thaliana] 

Seq. No. 197063 

Contig ID 28427_1 .R1039 

5' -most EST LIB3147-031-Q1-K1-G11 

Method BLASTX 

NCBI GI g4455274 

BLAST score 492 

E value 2.0e-49 

Match length 127 

% identity 76 t 

NCBI Description (AL035527) spliceosome associated protein-like [Arabidopsis 
thaliana] 



Seq. No. 197064 

Contig ID 28437JL .R1039 

S'-most EST uC-gsronu33B129a05bl 

Method BLASTX 

NCBI GI gl22106 

BLAST score 410 

E value 4.0e-40 

Match length 82 

% identity 100 

NCBI Description HI STONE H4 >gi | 70771 | pir || HSZM4 histone H4 - maize 

>gi|81642|pir||S06904 histone H4 - Arabidopsis thaliana 
>gi I 2119028 | pir | IS60475 histone H4 - garden pea 
>gi|21795|emb|CAA24924| (X00043) histone H4 [Triticum 
aestivum] >gi 1166740 (M17132) histone H4 [Arabidopsis 
thaliana] >gi 1166742 (M17133) histone H4 [Arabidopsis 
thaliana] >gi 1168499 (M36659) histone H4 (H4C13) [Zea mays] 
>gi 1 168501 (M13370) histone H4 [Zea mays] >gi 1 168503 

(M13377) histone H4 [Zea mays] >gi|498898 (U10042) histone 
H4 homolog [Pisum sativum] >gi I 1806285 | emb | CAB01914 | 

(Z79638) histone H4 homologue [Sesbania rostrata] 

>gi 1 3927823 (AC005727) histone H4 [Arabidopsis thaliana] 

>gi|4580385|gb|AAD24364.1|AC007184__4 (AC007184) histone H4 



26582 



[Arabidopsis thaliana] >gi | 225838 |prf I 1 1314298A histone H4 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197065 

28455_1*R1039 

LIB3165-042-Q1-K1-G11 

BLASTX 

g4262181 

212 - 

2.0e-16 

191 

37 

(AC005508) 374 96 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 r -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



197066 

28465JL.R1039 

LIB3166-029-P1-K1-A6 

BLASTX 

g485514 

314 

7.0e-29 

68 

88 

ADR11-2 protein - soybean (fragment) 

>gi|296443|emb|CAA49341| (X69640) auxin down regulated 
[Glycine max] 

197067 

28483JL.R1039 

LIB3165-04 9-Q1-K1-E12 

BLASTX 

g2281633 

468 

6.0e-51 

182 
64 

(AF003097) AP2 domain containing protein RAP2.4 
[Arabidopsis thaliana] 

197068 

28492_1.R1039 

LIB3147-032-Q1-K1-E12 

BLASTX 

g322641 

467 

1.0e-46 

141 

55 

beta-1, 3-glucanase homolog (clone A6) - rape (fragment) 
>gi 1 17738 | emb | CAA49513 i (X69887 ) beta-1, 3-glucanase 
homologue [Brassica napus] 

197069 

28505_1.R1039 
LIB314 9-063-Q1-K1-C9 
BLASTX 
g2244970 



26583 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID , . ■ 

5 1 -most EST/' 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



418 

5.0e-41 

127 

59 t 
(Z97340) hypothetical protein [Arabidopsis thaliana] 
>gi|2326365|emb|CAA747 65| (Y14423) putative cell wall 
protein [Arabidopsis thaliana] 

197070 

285-07_l.R1039 

g5046183 

BLASTX 

g2062172 

594 

5.0e-63 

180 

68 

(AC001645) unknown protein [Arabidopsis thaliana] 



197071 

28513_1.R1039 
LIB3166-017-P1-K1-H12 

BLASTX 

g2129517 

1641 

0.0e+00 

355 

85 

24-sterol C-methyltransf erase 
thaliana 



(EC 2.1.1.41) - Arabidopsis 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197072 

28522_1.R1039 

LIB3166-019-P1-K1-B3 

BLASTX 

g4406780 

873 

3.0e-94 

203 

82 

(AC006532) putative mu It i spanning membrane protexn 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



197073 

28536_1.R1039 
LIB3147-033-Q1-K1-B1 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



197074 

28551JL.R1039 
LIB3272-018-P1-K1-B6 

197075 

28561_1.R1039 

LIB3166-042-P1-K1-G5 

BLASTX 

g4006924 

1372 



26584 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-152 

313 

80 

(Z99708) beta-galactosidase like protein [Arabidopsis 
thaliana] 

197076 

28562_1.R1039 
LIB3165-016-P1-K1-E6 . 
v BLASTX - * 

g4544427 
649 

7.0e-68 

145 

85 

(AC006955) putative f erredoxin-thioredoxin reductase 
[Arabidopsis thaliana] 

197077 

28564J..R1039 

uC-gsronu33B14 5g02bl 

BLASTX 

g549732 

215 

4.0e-17 

67 
55 

HYPOTHETICAL 16.2 KD PROTEIN IN PIR3-APE2 INTERGENIC REGION 
>gi|481110|pir| IS37791 hypothetical protein YKL160w - yeast 
(Saccharomyces cerevisiae) >gi I 407488 | emb | CAA81494 | 
(Z26877) unknown [Saccharomyces cerevisiae] 
>gi|486279|emb|CAA82002| (Z28160) ORF YKL160w 
[Saccharomyces cerevisiae] >gi 1 1582545 | prf || 2118404F ORF 
[Saccharomyces cerevisiae] 

197078 

28565JL.R1039 
uC-gsronu33B141c02bl 
BLASTX 
g3522952 
617 

5.0e-64 

247 
51 

(AC004411) putative alcohol dehydrogenase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197079 

28567_1.R1039 

g5044840 

BLASTX 

g2827554 

124 

1.0e-08 

156 

31 

(AL021635) putative DNA binding protein [Arabidopsis 



26585 



thaliana] 



Qcirr NO. 


197080 




?fit=70 1 R1039 


5 '-most EST 


LIB3147-033-Q1-K1-E12 


Method 


BLASTX 


MPRT (IT 


g2244832 


DJ-ITlu 1 O^vJL C 


166 


Hi VcixUtr 


2.0e-ll 


IXlaXCil XcXiy LIl 


63 - 




56 


MOAT Flo orr "i of" 4 on 
IN'wDX UCOuX XpLlUll 


(Z97337) hypothetical protein [Arabidopsis thaliana 


^ V-4 • L« V_s * 


197081 




28572 1 R1039 


5 '-most EST 


LIB3197-059-Q1-M1-G5 


Method 


BLASTX 


WPDT (IT 


a3063710 


"RT APT ^noTfi 


766 


E value 


1.0e-81 


Match length 


213 




69 


IN^DX JJcoUl±p L1U11 


(AL022537) putative protein [Arabidopsis thaliana] 


oeq . jno > 


X J / UOt 


v_.uii i i_y xu 


28576 1.R1039 


o most Hioi 


T TR?lT7-n?^-Ol -K1-F10 




197083 


Contxg lu 


ZOO fO 1.1\1Ujj 


D lOSt HjOI 


T.TR^lZ7-n*^^-Ol-Kl-Fl2 

Xj iDJl" / \J*J*J \i X l\l J- J- 1< 


Method 


BLASTX 


NCBI GI 


g3786011 




665 


E value 




Tlrf-i +■ /"tl^i 1 t^i "f~~ Vl 

iyiaL.cn lenytn 


irtw 


^ laenuity 


ft S 




(AC005499) putative elongation factor [Arabidopsis 




L lid XX a. I Id J 


Seq. No. 


197084 


Contig ID 


28580 1.R1039 


5' -most EST 


LIB3147-033-Q1-K1-F4 


Method 


BLASTX 


NCBI GI 


g543868 


BLAST score 


334 


E value 


3.0e-31 



Match length 

% identity 

NCBI Description 



70 
86 

ATP SYNTHASE EPSILON CHAIN, MITOCHONDRIAL 
>gi|1076683|pir| IB47493 H+-transporting ATP synthase (EC 
3.6.1.34) epsilon chain - sweet potato 

>gi | 303625 | dbj | BAA03527 | (D14700) Fl-ATPase epsilon-subunit 
[Ipomoea batatas] 



Seq. No. 
Contig ID 



197085 

28596 1.R1039 



26586 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3147-034-Q1-K1-A1 

BLASTX 

g3341679 

1215 

1.0e-134 

348 

67 

(AC003672) dynamin-like protein phragmoplastin 12 
[Arabidopsis thaliana] 

197086 

28598_1.R1039 

g5047504 

BLASTX 

gl34584 

442 

1.0e-43 

182 

51 

POSSIBLE GLOBAL TRANSCRIPTION ACTIVATOR SNF2L1 

>gi| 479804 |pir||S35457 SNF2 protein homolog - human 

>gi 1 292496 (M88163) transcription activator [Homo sapiens] 

>gi|4507067|ref | NP_003060 . 1 1 pSMARCAl | SWI/SNF related, 

matrix associated, actin dependent regulator of chromatin, 

subfamily a, member 

197087 

28615JL.R1039 
LIB3148-010-Q1-K1-G6 

197088 

28624JL.R1039 

g5046180 

BLASTX 

g3258570 

662 

2.0e-69 

185 

68 

(U89959) Unknown protein [Arabidopsis thaliana] 
197089 

28647JL.R1039 

LIB3147-034-Q1-K1-E9 

BLASTX 

g3236258 

322 

3.0e-29 

175 

39 

(AC004684) putative alcohol dehydrogenase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



197090 

28662_1.R1039 
LIB3148-022-Q1-K1-E5 



26587 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197091 

28666_1.R1039 

uC-gsflnu33B085cllbl 

BLASTX 

g!841355 

413 

5.0e-40 
150 
61 

(D85381) 
sativa] 



cytochrome c oxidase subunit Vb precursor [Oryza 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 



197092 

28666_2.R1039 

g5048213 

BLASTX 

gl841355 

465 

4.0e-46 

166 

58 

(D85381) cytochrome c oxidase subunit Vb precursor [Oryza 
sativa] 

197093 

28666_3.R1039 

g5045996 

BLASTX 

gl841355 

406 

3.0e-39 

153 

55 

(D85381) cytochrome c oxidase subunit Vb precursor [Oryza 
sativa] 

197094 

28682_1.R1039 
LIB3147-035-Q1-K1-B12 

197095 

28684_1.R1039 
LIB3147-035-Q1-K1-B4 

197096 

28685_1.R1039 

LIB3147-035-Q1-K1-B6 

BLASTX 

g3860251 

509 

9.0e-52 

119 

80 

(AC005824) putative permease [Arabidopsis thaliana] 
197097 

28704 1.R1039 



26588 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3147-035-Q1-K1-D3 

BLASTX 

gl709923 

260 

2.0e-22 

102 

57 

PHOSPHORIBOSYLGLYCINAMIDE FORMYL TRANSFERASE PRECURSOR 
(GART) (GAR TRANSFORMYLASE) ( 5 1 -PHOSPHORIBOSYLGLYCINAMIDE 
TRANS FQRMYLASE)'- >gi | 984818 (U30875) glycinamide 
ribonucleotide transformylase (GMT) [Vigna unguiculata] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197098 

28710JL.R1039 

LIB3147-035-Q1-K1-E1 

BLASTX 

g4185515 

468 

6.0e-47 
111 
77 

(AF102824) 
thaliana] 



actin depolymerizing factor 6 [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197099 

28712_1.R1039 

LIB3147-035-Q1-K1-E2 

BLASTX 

g4263048 

179 

1.0e-12 

52 

58 

(AC005142) putative hydrolase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



197100 

28733_1.R1039 
LIB3147-035-Q1-K1-G4 



Seq. No. 
Contig ID 
5' -most EST 



197101 

28743_1.R1039 
g3326250 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197102 

28752_1.R1039 

LIB3147-036-Q1-K1-A3 

BLASTX 

gl00673 

454 

5.0e-45 

135 

70 

DNA-binding protein GT-2 



rice (fragment) 



Seq. No. 
Contig ID 
5' -most EST 



197103 

28757JL.R1039 
LIB3148-004-Q1-K1-A12 



26589 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 
g82035 
475 

1.0e-47 

188 

36 

ricin E - castor bean (fragment) >gi 1 169715 (M17631) ricin 
E beta chain [Ricinus communis] >gi 1 225896 | prf | | 1402359A 
ricin E [Ricinus communis] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197104 

28771JL.R1039 

g3325588 

BLASTX 

g4539399 

349 

1.0e-32 

73 
95 

(AL035526) ras-like GTP-binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197105 

28771^2. R1039 

g5049961 

BLASTX 

g4539399 

978 

1.0e-106 

218 

89 

(AL035526) ras-like GTP-binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197106 

28787_1.R1039 

uC-gsronu33B116al2bl 

BLASTX 

gl!72977 

841 

3.0e-90 

187 

84 

60S RIBOSOMAL PROTEIN 
ribosomal protein LI 8 



L18 >gi (606970 (U15741) 
[Arabidopsis thaliana] 



cytoplasmic 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



.R1039 

-034-Q1-K1-B4 



197107 
28800 J.. 
LIB3149- 
BLASTN 
g3021347 
62 

6.0e-26 

194 

85 

Cicer arietinum mRNA for cytoplasmic ribosomal protein L18 



26590 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



197108 

28803JL.R1039 
uC-gsflnu33B137c01bl 

197109 

28824_1.R1039 

LIB3166-047-P1-K1-B2 

BLASTX 

g3892057 

871 - _ ' " A 

6.0e-94 

216 

43 

(AC002330) hypothetical protein [Arabidopsis thaliana] 
197110 

28828JL.R1039 
LIB3148-004-Q1-K1-C11 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



197111 

28829_1.R1039 
LIB3147-037-Q1-K1-A10 

197112 

28831_1.R1039 

LIB314 7-037-Q1-K2-A2 

BLASTX 

g3386546 

148 

2.0e-09 

55 

58 

(AF079503) H-protein promoter binding factor-2a 
[Arabidopsis thaliana] 

197113 

28832JL.R1039 
LIB3147-037-Q1-K2-A3 

197114 

28835_1.R1039 
LIB3147-037-Q1-K2-A6 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



197115 

28839_1.R1039 
LIB3147-037-Q1-K2-B1 

197116 

28843_1.R1039 
LIB3147-037-Q1-K2-B2 

197117 

28845JL.R1039 

LIB3147-037-Q1-K1-B5 

BLASTN 

gll43321 

37 



26591 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



# 

3-0e-ll 

77 . 
87 

Glycine max alfa-carboxyltransf erase (accA-2) precursor 
mRNA, complete cds 

197118 

28850_1.R1039 

LIB3147-037-Q1-K1-C1 

BLASTX 

g4056480 

160 

8.0e-ll 

61 

49 

(AC005896) putative adenylate kinase [Arabidopsis thaliana] 
197119 

28851JL.R1039 

LIB3166-022-P1-K1-B1 

BLASTX 

g2811029 

1110 

1.0e-122 

270 

78 

ACETYLORNI THINE AMINOTRANSFERASE PRECURSOR (ACOAT) 
(ACETYLORNITHINE TRANSAMINASE) (AOTA) 
>gi|1944511|emb|CAA69936| (Y08 680) acetylornithine 
aminotransferase [Alnus glutinosa] 

197120 

28852JL.R1039 

uC-gsflnu33B015a01bl 

BLASTX 

g4467157 

261 

3.0e-22 

160 

40 

(AL035540) disease resistance response like protein 
[Arabidopsis thaliana] 

197121 

28852_2.R1039 

uC-gsronu33B036h!2bl 

BLASTX 

g4467157 

172 

4.0e-15 

103 
49 

(AL035540) disease resistance 
[Arabidopsis thaliana] 



response like protein 



Seq. No. 
Contig ID 



197122 

28853 1.R1039 



26592 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 ! -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



LIB3147-037-Q1-K1-C12 

BLASTX 

gl916290 

230 

5.0e-19 
135 
41 

(U89876) 



ALY [Mus musculus] 



197123 

28855JL.R1039 
LIB3147-037-Q1-K1-C3 

197124 

28859_1.R1039 

uC-gsronu33Blllhl0bl 

BLASTX 

gl778051 

253 

2.0e-21 

149 

36 

(U62583) Prtl homolog [Homo sapiens] 

>gi | 4503527 | ref | NP_003742 . 1 | pEIF3S9 | UNKNOWN 

197125 

28861_1.R1039 

LIB3147-037-Q1-K1-D11 

BLASTX 

g3832528 

180 

3.0e-13 

114 

39 

(AF100167) unknown [Glycine max] 
197126 

28862JL.R1039 
LIB3147-037-Q1-K1-D12 

197127 

28863_1.R1039 

LIB3147-037-Q1-K1-D3 

BLASTX 

g3355490 

144 

5.0e-09 

31 

87 

(AC004218) putative dolichyl -phosphate 
beta-glucosyltransferase [Arabidopsis thaliana] 

197128 

28865_1.R1039 

LIB3149-032-Q1-K1-C9 

BLASTX 

g4204761 



26593 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



782 

1.0e-107 

308 

66 

(U51192) peroxidase precursor [Glycine max] 
197129 

28867_1.R1039 
LIB3147-037-Q1-K2-D7 

197130 

28871_1.R1039 

uC-gsflnu33B145gl0bl 

BLASTN 

g2832639 

34 

2.0e-09 

122 
82 

Arabidopsis thaliana DNA chromosome 4, BAC clone F28J12 
(ESSAII project) 

197131 

28872_1.R1039 

LIB3147-057-Q1-K1-C2 

BLASTX 

g2961346 

649 

6.0e-68 

157 

75 

(AL022140) pectinesterase like protein [Arabidopsis 
thaliana] 

197132 

28876_1.R1039 

LIB3147-037-Q1-K1-E5 

BLASTN 

g3046856 

33 

6.0e-09 

203 

85 

Arabidopsis thaliana genomic DNA, chromosome 5 f PI clone 
MXI22, complete sequence [Arabidopsis thaliana] 

197133 

28882_1.R1039 

LIB3147-037-Q1-K1-F10 

BLASTX 

g3878119 

296 

9.0e-27 

126 
44 

(Z49068) similar to GTP-binding. protein; cDNA EST 
EMBL:M89111 comes from this gene; cDNA EST EMBL:D27709 



26594 



comes from this gene; cDNA EST EMBL:D27708 comes from this 
gene; cDNA EST EMBL:D73788 comes from this gene; cDNA EST 
yk353 



Seq. No. 


±y / io4 


Contig ID 


Zoooj l.KlUoy 


o —most: Jijbi 


T TT*"}1 T7-H^7— 01 — K9-F1 ? 
J_i±JD Jl ft / Uj / yl IVi. r .Li. 


Seq. No. 


197135 


Contig ID : 


28&85_1.R1039 . 


5 1 -most EST 


LinOiy / — UZ 1— y 1— 1 V I± — r ±Z 


Method 


tjt 7\c r nv 


NCBI GI 


g3269289 


BLAST score 


315 


E value 


/ . ue— zy 


Match length 


89 


% identity 


70 


NCBI Description 


(AL030978) putative protein 


Seq. No. 


iy /lob 


Contig ID 


28886 1.R1039 


5 '-most EST 


LIB3147-037-Q1-K1-F4 


Seq. No. 


197137 


Contig ID 


Oft Ann 1 T> *1 A O fi 

28889 1.R1039 


5 -most EST 


Llbol bo — UjI" Jrl— i\±— uZ 


Seq. No. 


197138 


Contig ID 


28892JL.R1039 


5 T -most EST 


LIB3147-0o /-Ql-Kz-bll 


Method 


BLASTX 


NCBI GI 


g3738285 


BLAST score 


650 


E value 


7 . 0e-6o 


Match length 


155 


% identity 


78 


NCBI Description 


(ACUUoouy; unKnown protein 


beq. No. 




Contig ID 


28907 1.R1039 


5' -most EST 


LIB3147-037-Q1-K1-H6 


Method 


BLASTX 


NCBI GI 


gl922937 


BLAST score 


310 


E value 


2.0e-28 


Match length 


109 


% identity 


56 


NCBI Description 


(AC000106) Similar to Glyci: 



(gb|AB000130) . ESTs 



[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



197140 

28982JL. R1039 

LIB3166-020-P1-K1-F12 

BLASTX 

g2065013 

371 



26595 



E value 
Match length 
% Identity 
NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-35 

121 

65 

(Y11650) cyclic phosphodiesterase [Arabidopsis thaliana] 
>gi|2832621|emblCAA16750| (AL021711) cyclic 
phosphodiesterase [Arabidopsis thaliana] 

197141 

28987_1.R1039 
uC-gsronu33B055e03bl 

197142 

28989_1.R1039 

LIB3147-038-Q1-K2-A11 

BLASTX 

g4467153 

392 

2.0e-39 

12V 
66 

(AL035540) putative thaumatin-like protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



197143 

28996JL.R1039 
LIB3196-039-P1-M1-B8 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



197144 

29000_1.R1039 

LIB3147-058-Q1-K1-B3 

BLASTX 

g4406787 

392 

1.0e-37 

102 

78 

(AC006532) NADH dehydrogenase [Arabidopsis thaliana] 
197145 

29022_1.R1039 

LIB3147-038-Q1-K2-D11 

BLASTX 

g541979 

494 

1.0e-49 

121 

79 

guanine nucleotide regulatory protein - fava bean 
>gi|303744|dbj |BAA02113| (D12545) GTP-binding protein 
[Pisum sativum] >gi | 452361 | emb | CAA82709 | (Z29592) guanine 
nucleotide regulatory protein [Vicia faba] 
>gi|738937|prf M2001457E GTP-binding protein [Pisum 
sativum] >gi 1 1098295 |prf| | 2115367C small GTP-binding 
protein [Vicia faba] 

197146 

29053 1.R1039 



26596 



S'-most EST 


uC-gs f lmaxxa 0 3 8 f 0 5b 1 




BLASTX 


NCBI GI 


g419789 


BLAST score 


718 


Jtli VdlUc 


U • UC f \J 


Mat.cn lengun 


1 Q9 


% identity 


73 


NCBI Description 


hypothetical protein - potato 




197147 


Contig ID 


29072 1.R1039 


5' -most EST 


LIB3147-038-Q1-K2-H5 


D S • IN U . 


197148 




29078 1 R1039 


0 ITIOSTZ Jbol 


T TM1 Z7-m9-f>1 -K1-A10 

LlDOl^i / \J Sd- 1 - S-\-L m w 


<2 r\ r*r t\fr*\ 

oeq. ln o . 


1 971 49 -s. 




9909? 1 R1039 


•J LllKJ O L I_i kJ J. 


uC-gsronu33B017ellbl 






NCBI GI 


g2642215 


BLAST score 


317 


ili Value 




Mafph 1 ATI /T*j~ 

l v la. L-C-Il J-cIiy L 11 


7^ 




ft 0 


NCBI Description 


/ TMrn^n^P^ \ wriT T^r*/^+- <=> -i n r j!\rahi Hnn^i =; thalianal 

\ r\£ U JU JOU / i\k_/_L ^JivJUfcl-LIi [niajJJ.UUpDi.i3 un.OJ-J.aiia j 


Seq. No. 


13 / lO U 


uontig iu 


9Q1 1 9 1 R1 0^9 




a c S0469^30 

y Jut v j 1 JU 


Metnoa 




NCBI GI 


g4220529 


BLAST score 


626 


ili Value 




Matcn lengtn 


1 / U 


% identity 


79 


JNUbi uescripcion 


( aT n^R^R fl^ niThai- 1 nrof^in TArabidoosis thaliana] 


oeq • lno • 


1 971 SI 

X 3 / -L J X 


uonuiy 1JJ 


9Q19? 1 R1D39 


J ILI Wo L. £jm1 


LIB3147-039-O1-K1-E12 








rrl Q999 SI 


BLAST score 


608 


E value 


3.0e-63 


Matcn lencjtn 


1 OK 


t> laentity 




iNL-oi uescrip uiun. 


fYl9079^ farnp^vl nvroohosnhate svnthase rGossvpiuia 




axDOx eunLj 


oeq. wo. 


1 Q71 ^9 


Contig ID 


29132 2.R1039 


5 '-most EST 


uC-gsflnu33B064g05bl 


Method 


BLASTX 


NCBI GI 


g2117168 


BLAST score 


670 



26597 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
.Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No, 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 



3.0e-70 

135 

93 

(273961) RAC1 [Lotus japonicus] 
197153 

29140JL.R1039 

g5050750 

BLASTX 

g3421413 ^ . 

1081 

1.0e-118 

229 
87 

(AF081922) protein phosphatase 2A 55 kDa B regulatory 
subunit [Oryza sativa] >gi 13421415 (AF081923) protein 
phosphatase 2A 55 kDa B regulatory subunit [Oryza sativa] 

197154 

29146JL.R1039 

uC-gsronu33B011a05bl 

BLASTX 

g3913633 

570 

2.0e-58 

162 
72 

HYPOTHETICAL PROTEIN F8A5.25 >gi 12462742 (AC002292) Unknown 
protein [Arabidopsis thaliana] 

197155 

29150JL.R1039 

uC-gsflnu33B134a!2bl 

BLASTX 

g3337356 

896 

1.0e-96 

189 
93 

(AC004481) putative protein transport protein SEC61 alpha 
subunit [Arabidopsis thaliana] 

197156 

29164JL.R1039 

LIB3147-040-Q1-K1-A12 

BLASTX 

g2244846 

458 

1.0e-45 

135 

66 

(Z97337) ferredoxin [Arabidopsis thaliana] 
197157 

29167_1.R1039 
g5044594 



26598 



Seq. No. 


iy / lOo 


uontig ijj 


9Q1 71 1 PI H^Q 


o most 


T TR^I 4*7-040-01 -Kl -A 9 


Method 




NCBI GI 


r*A R70 £7 1 
g4o / Z O / 1 


BLAST score 


533 


E value 


3.0e-57 


Match length 




% identity 


01 


NC&I Description 


(AC006954) putative cyclic nucleotide regulate 




[Arabidopsis thaliana] 


Seq. No. 


1 Q7 1 t; q 
lr / Ijj 


Contig ID 


29177 1.R1039 


5 1 -most EST 


LIB3147-040-Q1-K1-B3 


Seq. No. 


i Q7 1 

iy / lou 


Contig ID 


zyiyo i .Kiuoy 


5 -most EST 


uc— gsiinuo obi odcuodi 


Seq. No. 


1 Q7 1 CI 

iy / loi 


Contig ID 


zyzuu i.Kiujy 


n t _«,«nf T7 1 C T 1 
0 "IHOSI. ILo I 


^0447^9 


Metnoa 


DT 71 QTY 
Dli/iOl A 


NCBI GI 


g3747026 


BLAST score 


218 


E value 


z . ue— i / 


Match length 


/ y 


% identity 


A A 

4 4 


NCBI Description 


(AFUyoz44) import protein nmyp [baccnaromyce, 


Seq. No. 


197162 


Contig ID 


zyzzu i.Riuoy 


C 1 corn 
D -mOSt fcjbi 


gou4 OU4 1 


Method 




NCBI GI 


g4240305 


BLAST score 


207 


E value 


o . ue— l o 


Match length 


loZ 


% identity 


o c 
3D 


NCBI Description 


vAdUzu/ioj i\ii\£\uyuo protein Lnonio sapieiibj 


Seq. No. 


19 / loo 


Contig ID 


ZyZ4z I.KlUoy 


o -most tibi 


t xmi ah — C\A n — rii — t^i ~ w £ 


Method 


BIiASTX 


NCBI GI 


g294668 


BLAST score 


716 


E value 


b * ue- / o 


Match length 


1 /IT 

14 / 


% identity 


C\ A 

94 


NCBI Description 


(L13242) Deta-ketoacyl-ACJ^ syntnase [Kicmus 


Seq. No. 


197164 


Contig ID 


29255 1.R1039 


5 '-most EST 


g5049546 


Method 


BLASTX 



26599 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl762945 
287 

1.0e-52 

156 

67 

(U66269) 
tabacum] 



ORF; able to induce HR-like lesions [Nicotiana 



Seq . No . 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 "-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197165 

29255_2.R1039 
uC-gsronu33B160a09bl 

197166 

29263_1.R1039 

LIB3272-004-P1-K1-E3 

BLASTX 

g2352492 

618 

2.0e-64 

142 

81 

(AF005047) transport inhibitor response 1 [Arabidopsis 
thaliana] >gi 12352494 (AF005048) transport inhibitor 
response 1 [Arabidopsis thaliana] 

197167 

29269_1.R1039 
uC-gsflnu33B035a09bl 

197168 

29273JL.R1039 

g5047476 

BLASTX 

g4325354 

363 

2.0e-34 

143 

46 

(AF128395) contains similarity to retrovirus-related 
polyproteins and to CCHC zinc finger protein (Pfam: 
PF00098, Score=16.3, £=0.051, E= 1) [Arabidopsis thaliana] 

197169 

29284_JL.R1039 
LIB3147-041-Q1-K1-F7 

197170 

29292_1.R1039 

g5048532 

BLASTX 

g2463569 

1287 

1.0e-142 

323 

76 

(AB007503) squalene synthase [Glycine max] 



26600 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description- 

Seq. No. 

Contig ID 
5' -most EST 



197171 

29293JL.R1039 

uC-gs r onu3 3B 1 5 5 c 1 0b2 

BLASTN 

g3821780 

36 

1.0e-10 

37 

61 

Xenopus laevis cDNA clone 27A6-1 
197172 

29311_1.R1039 
LIB3197-015-P1-M1-D10 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 



197173 

29312_1.R1039 

LIB3147-042-Q1-K1-B10 

BLASTX 

g2501056 

198 

4.0e-15 

55 

71 

SERYL-TRNA SYNTHETASE (SERINE — TRNA LIGASE) (SERRS) 
>gi|2129737 |pir | IS71293 seryl-tRNA synthetase - Arabidopsis 
thaliana >gi 1 1359497 | emb | CAA94388 | (Z70313) seryl-tRNA 
Synthetase [Arabidopsis thaliana] 

197174 

29315_1.R1039 

LIB3189-033-P1-K1-F7 

BLASTX 

gl33939 

455 

2.0e-45 

101 

85 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S3 >gi | 70865 | pir | | R3NT3 
ribosomal protein S3 - common tobacco chloroplast 
>giill865|emb|CAA77381| (Z00044) ribosomal protein S3 
[Nicotiana tabacum] >gi | 225235 |prf I 1 1211235BT ribosomal 
protein S3 [Nicotiana tabacum] 

197175 

29316_1.R1039 

LIB3147-042-Q1-K1-B3 

BLASTX 

g2270994 

362 

2.0e-34 

131 

52 

(AF004809) Ca+2-binding EF hand protein [Glycine max] 
197176 

29328 1.R1039 



26601 



S'-mocit EST 


LIB3166-016-P1-K1-G4 




BLASTX 


NCBI GI 


g2736186 


BLAST score 


476 


T XT — ' "1 11 A 

Hj ValUc 


6. Oe-48 


Mairh 1 oti n"t~ l"t 
I'ldUC li j_ciiyL.ii 


128 


t> iaeni_iT_.y 




iML-iDi UcSCi ipL JLUll 




DcCjt WO. 


1 97177 

X _7 / X / / 


^oriLiy xiJ 


oq^44 1 R1039 


nJ ILLw O l_ ill kJ J. 


LIB3166-046-P1-K1-G1 


lit; uiivju 


BLASTX 


NCBI GI 


g4263711 


BLAST score 


524 


E value 


4.0e-53 


Match length 


186 


% identity 


55 


NCBI Description 


(AC006223) putative i 



galactose kinase [Arabidopsis thaliana] 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197178 

29347JL.R1039 

LIB3147-042-Q1-K1-E4 

BLASTX 

g3861188 

256 

7.0e-22 

103 

51 

(AJ235272) SOS RIBOSOMAL PROTEIN L24 
prowazekii] 



(rplX) [Rickettsia 



Seq. No. 

Contig ID 
5' -most EST 



197179 

29364_1.R1039 
LIB3147-042-Q1-K1-G11 



Seq. No. 
Contig ID 
5 '-most EST 



197180 

29368_1.R1039 
LIB3148-030-Q1-K1-B12 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197181 

29387JL.R1039 

g5048598 

BLASTX 

g2951777 

288 

2.0e-25 

194 

37 

(AB011823) translation initiation factor 3 
[Schizosaccharomyces pombe] 



Seq. No. 
Contig ID 
5' -most EST 



197182 

29389JL.R1039 
LIB3272-055-P1-K1-G6 



26602 



Seq. No. 
Contig ID 
5' -most EST 



197183 

29393_1.R1039 
LIB3147-043-Q1-K1-A9 



Seq, No. 


197184 


Contig ID 


29422_1.R1039 


5 '-most EST 


LIbol4 /-U4o— y±-J\J.-UZ 


Method 


nT Tin mv 

BLASTX 


NCBI GI 


gl7z4114 


BLAST scbrjfc- 


"1 A C 

305 


E value 


o . ue zo 


Match length 


6o 


% identity 


85 


NCBI Description 


^UoUUrlJ./ HI1U piULclll [i-iV ciia J_ a. i_ u.a. j 


Seq. No. 


iy / IbO 


Contig ID 


29433 1.R1039 


5' -most EST 


LIB3189-005-P1-K1-C12 


Method 


tit 7\ o mv 

BLASTX 


NCBI GI 


g42oi /04 


BLAST score 


292 


E value 


5 . Oe-26 


Match length 


134 


% identity 


45 


NCBI Description 


(AC006223) putative sugar starvation- 




[Arabidopsis thaliana] 


Seq. No. 


197186 


Contig ID 


29438_1.R1039 


5 '-most EST 


LIB3147-043-Q1-K1-E7 


Method 


BLASTX 


NCBI GI 


g82308 


BLAST score 


752 


E value 


5 . Oe-80 


Match length 


180 


% identity 


79 


NCBI Description 


myb protein 308 - garden snapdragon 


Seq. No. 


197187 


Contig ID 


29445_1 .R1039 


5' -most EST 


LIB3197-001-P1-M1-F4 


Seq. No. 


197188 


Contig ID 


29451_1.R1039 


5 '-most EST 


LIB3147-043-Q1-K1-F9 


Seq. No. 


iy / ioy 


Contig ID 


29465 1.R1039 


5' -most EST 


LIB3149-042-Q1-K1-A9 


Method 


BLASTX 


NCBI GI 


g508545 


BLAST score 


187 


E value 


2.0e-20 


Match length 


96 


% identity 


62 


NCBI Description 


(L34340) zein [Zea mays] 



26603 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



197190 

29493JL.R1039 
LIB3147-044-Q1-K1-C1 

197191 

29504JL.R1039 

LIB3147-044-Q1-K1-D1 

BLASTX 

g3834307 

352 

2.0e-33 

125 

62 

(AC005679) Strong similarity to gene T10I14.120 gi 1 2832679 
putative protein from Arabidopsis thaliana BAC gb|AL021712, 
ESTs gb|N65887 and gb|N65627 come from this gene. 
[Arabidopsis thaliana] 

197192 

29509JL.R1039 

LIB3148-041-Q1-K1-D12 

BLASTX 

gl350720 

455 

4.0e-45 

111 

77 

60S RIBOSOMAL PROTEIN L32 
197193 

29516JL.R1039 

uC-gsronu33B040cllbl 

BLASTX 

g3522938 

231 

2.0e-19 

97 
51 

(AC004411) unknown protein [Arabidopsis thaliana] 
197194 

29533JL.R1039 

LIB3147-044-Q1-K1-F5 

BLASTX 

g3776013 

276 

3.0e-24 

86 

64 

(AJ010470) RNA helicase [Arabidopsis thaliana] 
197195 

29542_1.R1039 
LIB3147-044-Q1-K1-G2 



Seq. No. 
Contig ID 



197196 

29543 1.R1039 



26604 





T.TR^I 47-044-01 -K1 






NCBI GI 


g3913648 


BLAST score 


779 


Hi Value 


f4 • Ut3 O O 


l v ia. L-Cll Idly HI 




% identity 


82 


NCBI Description 


FERREDOXIN — NADP REDUCTASE, ROOT ISOZYME PRECURSOR (FNR) 




1 Q71 Q7 


Contig ID 


29544 1.R1039 


5' -most EST 


uC-gsflmaxxa027e07bl 


beq. no. 


l y / iyo 


uonuig iu 


9QCCQ i pi n^Q 


0 —most £jbl 


T — 09 Q — Pi — Pfl — T?"3 
LiIidjZ / £"Ui? rl J\l Ej 


beq. no. 


1 Q71 QQ 


uontiig lu 


zyoo/ l.Kiuoy 


O IUOoi- IIjO 1 


T TR^I ^-D^fi-OI -K1 -R1 0 


Method 


Dliiib 1 A 


NLdI ol 


go ±d / y££ 


BLAST score 


382 


E value 


9.0e-37 


TUT-— * *^ 1 r\ r> 1 V\ 

L v ia.iicn iengi.n 


111 
111 


% identity 


£Q 

oy 


NCBI Description 


(AC002131) Contains similarity to proline-rich protein, 




gb|S68113 from Brassica napus . [Arabidopsis thaliana] 


beq. no. 


1 y / iUU 


Lonng lu 


OQCTC 1 Dl f|7Q 
^-/O/O J_.i\lUj-7 


o -most Ebl 


uL-— gsrimaxxau4ogu yoi 


Seq. No. 


iy / zui 


Contig ID 


^yooo i.Kiujy 


o -most hjbi 


uu— gsronuo jDuyouu^tDi 


Method 


DT HQ TV 
J3.Li.Aol A 


NCBI GI 


g2583108 


BLAST score 


1264 


E value 


i Ho— 1 a n 
i • ue i^t vj 


platen iengn.n 




t> laenT-iuy 


7 ^ 


NCBI Description 


VriUUUZ JO f ) pULaLlVe SUriaCc protein |_i^lciJJlU.Upolo UilclX J.a.ila. 


beq. no. 


i qt ono 
i y / zuz 


contig id 


i yoyo i.Kiujy 




\Jl\~, gSiOIUZO -jjjUZ iUU _?U X 




Dlifib 1A 


NCBI GI 


g2583133 


BLAST score 


268 


E value 


i . ue— 4Z 


M^tph 1 print h 

L iU 1— W 11 JL^ll^l^ll 


110 


% identity 


85 


NCBI Description 


(AC002387) unknown protein [Arabidopsis thaliana] 


Seq. No. 


197203 


Contig ID 


29602_1.R1039 



26605 



5' -most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



LIB3147-045-Q1-K1-E11 
197204 

29606JL.R1039 
LIB3147-045-Q1-K1-E4 

197205 

29607_1.R1039 

LIB3147-045-Q1-K1-E5 

BLASTX 

g4567203 

672 

2.0e-70 

144 

88 

(AC007168) putative beta-hydroxyacyl-ACP dehydratase 
[Arabidopsis thaliana] 

197206 

29615JL.R1039 

LIB3197-035-Q1-M1-H3 

BLASTX 

g2500341 

166 

2.0e-ll 

38 

76 

SOS RIBOSOMAL PROTEIN L36 >gi | 1652406 | dbj | BAA17328 | 
(D90905) SOS ribosomal protein L36 [Synechocystis sp.] 

197207 

29640JL.R1039 
uC-gsronu33B127dl0bl 

197208 

29643JL.R1039 

LIB3147-046-Q1-K1-A7 

BLASTX 

gll69839 

162 

5.0e-ll 

79 
39 

GIBBERELL IN- REGULATED PROTEIN 1 PRECURSOR 

>gi|2129588|pir| | S71441 GAST1 protein homolog (clone GAS Al ) 
- Arabidopsis thaliana >gi 1887939 (U11766) GAST1 protein 
homolog [Arabidopsis thaliana] 

197209 

29648_1.R1039 

uC-gs f lmaxxa 060c08bl 

BLASTX 

gl351834 

306 

6.0e-28 

94 

62 



26606 



NCBI Description PROBABLE ATP- DEPENDENT TRANSPORTER YCF16 >gi 11016162 

(U30821) ABC transporter subunit [Cyanophora paradoxa] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197210 

29656JL.R1039 

LIB3166-011-P1-K1-D6 

BLASTX 

g2500378 

419 

5.0e-41 

83 

92 

60S RIBOSOMAL PROTEIN L37 
197211 

29657_1.R1039 

LIB3147-046-Q1-K1-C10 

BLASTX 

g3287270 

619 

1.0e-64 

138 

85 

(Y09533) involved in starch metabalism [Solanum tuberosum] 
197212 

29658_1.R1039 

g5049424 

BLASTX 

g4321399 

977 

1.0e-106 

238 
71 

(AF047039) omega-3 fatty acid desaturase [Perilla 
frutescens] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197213 

29659_1.R1039 
uC-gsronu33B167el0bl 

197214 

29678_1.R1039 

uC-gsf ImaxxaO 4 5a05bl 

BLASTX 

g4508078 

465 

1.0e-46 

96 
86 

(AC005882) 64134 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5" -most EST 



197215 

29679_1.R1039 
LIB3165-043-Q1-K1-F4 



Seq. No'. 



197216 



26607 



Contig ID 


29681 1.R1039 






5 ? -most EST 


LIB3149-043-Q1- 


-Kl- 


-G10 


oeq. iNo . 


1 Q791 7 






Contig ID 


29681 2.R1039 






5 '-most EST 


LIB3196-023-P1- 


-Ml- 


-H10 


beq. INO . 


1 Q791 ft 






Contig ID 


29683 1.R1039 






5 '-most EST 


LIB3148-013-Q1- 


-Kl- 


-B3 


Seq. No. 








Contig ID 








IT T _ 4_ "com 

5 -most EST 


LlrSol4 /-U4o-y±- 






Seq. No. 








Contig lu 








o most Jtioi 


T.TR^I 47-046-01 - 


-Kl- 


-G12 


Method 


DiiiiOiA 






NCBI GI 


g4126403 






BLAST score 


506 






E value 


2.0e-51 






Match length 


144 






% identity 


64 






NCBI Description 


(AB011796) flavonol s; 


Seq. No. 


197221 






Contig ID 


29711 1.R1039 






o -most jloi 


LIB3147-047-Q1 


-Kl 


-A7 


Method 


BLASTX 








g2129605 






BLAST score 


784 






E value 


7.0e-84 






Match length 


158 






% identity 


94 






NCBI Description 


GTP-binding protein 2 



[Citrus unshiu] 



Arabidopsis thaliana 
>gi|2129702|pir| IS71585 Rab2 homolog- GTP-binding protein 
ATGB2 - Arabidopsis thaliana >gi 1 1184983 (U46925) ATGB2 
[Arabidopsis thaliana] >gi I 3805852 | emb | CAA21472 | (AL031986) 
GTP-binding protein GB2 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197222 

29716JL.R1039 

LIB3147-047-Q1-K1-B7 

BLASTX 

g2854070 

157 

2.0e-10 

43 

74 

(AF044914) putative histone deacetylase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
. 5 '-most EST 
Method 



197223 

29719__1.R1039 

LIB3148-049-Q1-K1-B5 

BLASTX 



26608 






rtAA ^AAftd 
y ft *i *± 0 U 


BLAST score 


234 


E value 


2.0e-19 


Match length 


.7 0 


% identity 


40 


NCBI Description 


^.rt.^UU0Z04; pUtallve \± f± J JjcCa niaJUlcUi tiiiv-iuiiy U.J. uxaoc 




[AraDiQopsis rnananaj 


beg. wo. 


iy / zz 4 


Contig ID 


z y / zu l . ki uoy 


3 "IIIOSL. £j0 1 


T TR?1 47-047-01 -Kl -Pft 


fluffs +- "L^i /*V 

Miernoa 




NCBI GI 


g4337201 


BLAST score 


179 


E value 


o . ue ij 


Marcn lengtn 


D y 


■6 identity 


o 1 


NCBI Description 


1 7\ C\ C\ a A m \ Vi t tt-> /-\ -t- V> z^, -t- -1 o-3 1 nrr\f n r A ynKi c\ r\Y*\ Q i Q i~ V*i a 1 -i ana ] 

ti\L,uu 04 uo j nypo une ticai piroL.ein Lf\£cijjxu.upt5-Lc> liicl-lxciiici j 


beq. No. 


iy / zz j 


Lontig id 


zy/ou i.Kiujy 


3 — luOSTI. £jO 1 


T TR^1 £R_00R— pi —TCI — fZI n 


Method 


JDJ_iH.b 1 A 


NCBI GI 


g2623295 


BLAST score 


369 


E value 




Match length 


14 4 


$ identity 


01 


NCBI Description 


(AC_uuz4uyj nypotneuicai proiein [HraDiaopsis i,naiiciri<i j 


Seq. No. 


xy / zzo 


Contig ID 


^y/oo i.RiUJy 


C 1 TOT 1 

O —mOSu ribl 


UL"gsronujjDijoeujJji 


Method 


DT AOTY 

DliiiO 1 A 


NCBI GI 


g2982331 


BLAST score . 


316 


E value 


4 . ue z y 


Match length 


04 


% identity 


98 


NCBI Description 


(AF051251) TAT-binding protein homolog [Picea mariana] 


beq. wo. 


1 on oon 


Contig ID 


zy/Do l.RlUoy 


5 -most EST 


uL-gsrlnuJoBUo4cUDJ0l 


Seq. No. 


i y / ZZo 


Contig ID 


zy / / o i . Riu jy 


o -most: hibi 


JjloOlob— UOZ — irl— i\l — r o 


Method 


DT 7\ C "TV 


NCBI GI 


g3341685 


BLAST score 


451 


Hi Value 


J7 • L/C ^ J 


Match length 


135 


% identity 


70 


NCBI Description 


(AC003672) unknown protein [Arabidopsis thaliana] 


Seq. No. 


197229 



26609 



Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



29777J..R1039 

uC-gsronu33B160el0bl 

BLASTX 

g2660673 

337 

3.0e-31 

258 
15 

(AC002342) unknown protein [Arabidopsis thaliana] 
197230 

29779_1.R1039 

LIB3149-056-Q1-K1-F9 

BLASTX 

g2739366 

243 

1.0e-20 

126 

37 

(AC002505) SF16 like protein [Arabidopsis thaliana] 
197231 

29780_1.R1039 

uC-gsflnu33Bllla09bl 

BLASTX 

g3024516 

843 

1.0e-90 

178 

94 

RAS-RELATED PROTEIN RAB11C >gi 12160157 (AC000132) Strong 
similarity to A. thaliana ara-2 (gb | ATHARA2) . ESTs 
gb|ATTS2483,gb|ATTS2484,gb|AA042159 come from this gene. 
[Arabidopsis thaliana] >gi 12231303 (U74669) ras-related 
small GTPase [Arabidopsis thaliana] 

197232 

29783_1.R1039 

LIB3147-050-Q1-K1-A1 

BLASTX 

g461929 

917 

3.0e-99 

216 

82 

PROBABLE TONOPLAST INTRINSIC PROTEIN DIP 

>gi| 1076688 |pir | | S51781 integral membrane protein - garden 
snapdragon >gi | 414088 | emb | CAA4 9854 | (X70417) integral 
membrane protein [Antirrhinum ma jus] 

197233 

29785_1.R1039 

uC-gsflnu33B059h03bl 

BLASTN 

gl794146 

104 

4.0e-51 



26610 



Match length 

% identity 

NCBI Description 



466 
84 

Carrot mRNA for root specific gene, complete cds 



Seq. No. 


197^34 


Contig ID 


29794 1.R1039 


5' -most EST 


LIB3147-049-Q1-K1-F3 


Method 


BLASTX 


NCBI GI 


g4oo / £ / y 


BLAST score 




E value 


9 . Oe-38 


Match length 


llo 


% identity 


66 


NCBI Description 


(AC006841) putative serine/threonine protein kii 




[Arabidopsis thaliana] 


Seq. No. 


197235 


Contig ID 


29798_1.R1039 


5 1 -most EST 


uC-gsronu33B0olellDl 


Method 


BLASTX 


NCBI GI 


g2323410 


BLAST score 


616 


E value 


4 . Oe-64 


Match length 


189 


% identity 


65 


NCBI Description 


(AF015913) SkblHs [Homo sapiens] 


Seq. No. 


197236 


Contig ID 


29799 1.R1039 


5' -most EST 


g5045302 


Seq. No. 


197237 


Contig ID 


29807_1.R1039 


5' -most EST 


LIB3147-04 9-Q1-K1-G8 


Seq. No. 


197238 


Contig ID 


29808__1 .R1039 


5 '-most EST 


LIB3166-054-P1-K1-A2 


Seq. No. 


197239 


Contig ID 


29824_1.R1039 


5 T -most EST 


LIB3165-060-Q1-K1-D6 


Method 


BLASTX 


NCBI GI 


gl946368 


BLAST score 


674 


E value 


7 . Oe-71 


Match length 


189 


% identity 


74 


NCBI Description 


(U93215) unknown protein [Arabidopsis thaliana] 


Seq. No. 


197240 


Contig ID 


29828 1.R1039 


S'-most EST 


uC-gsronu33B114dl2bl 


Seq. No. 


197241 


Contig ID 


29828 2.R1039 


5' -most EST 


LIB3166-011-P1-K1-H5 



26611 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3201608 

33 

6.0e-09 

89 

84 

Arabidopsis thaliana chromosome II BAC F7F1 genomic 
se q UenC e, complete sequence [Arabidopsis thaliana] 



Seq. No. 


197242 




29832 1 R1039 




9-01-K1-B8 




J_) J_Ui.i_> X A 






r3J_i.ri.01 ov^UIc 


479 


__■ value 


J.Uc *i O 


Match length 


1 ^1 


T <A T +" T T 

-s lueriLiLy 




KTO'D *T Pi /■> o T — 1 t^i+" - nn 
LnUJ_)J. Deb C_-J_ -Lp LXUll 




Seq. No. 


197243 


Contig ID 


29835 1.R1039 


5' -most EST 


LIB3196-010-P1-M1-F9 


Seq. No. 


197244 


Contig ID 


29838 1.R1039 


5' -most EST 


LIB3147-050-Q1-K1-C7 


Method 


BLASTX 


NCBI GI 


g416662 


BLAST score 


406 


E value 


1.0e-47 


Match length 


136 


% identity 


70 


NCBI Description 


21 KD SEED PROTEIN PRECURSOR 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



inhibitor homolog - soybean >gi | 21909 | emb | CAA398 60 | 
(X56509) 21 kDa seed protein [Theobroma cacao] 



197245 

29848JL.R1039 

uC-gsflnu33B011f04bl 

BLASTX 

g2129575 

354 ' 

2.0e-33 

119 

60 

DNA repair protein homolog XPBara 
197246 

29858JL.R1039 

LIB3166-017-P1-K1-C10 

BLASTX 

g3123264 

553 

1.0e-56 

135 
77 



Arabidopsis thaliana 



26612 



NCBI Description 60S RIBOSOMAL PROTEIN L27 >gi | 2244857 | emb | CAB1027 9 \ 
(Z97337) hypothetical protein [Arabidopsis thaliana] 



Qon Mo 


197247 


Crsr\f- 1 rr T D 

^yjii 1 L y ±.LJ 


29865 1.R1039 


0 -most cjoi 


T TR"^1 Z7-0^0-Ol-Kl-G3 


Oc(j* INvJ • 


197248 




29872 1 R1039 


0 ILIOSC HjOI 


T.TR^I 4*7-050— 01 -Kl -Hi 


Can Kin 


197249 


Contig ID 


29874 1.R1039 


5 1 -most EST 


LIB3147-050-Q1-K1-H11 


i v ie choq 




1N^.D1 ul 


rr?980770 


BLAST score 


961 


E value 


1.0e-104 


ixiaxcn lengtn 


901 


t> iaeni-iu.y 


ft Q 


InCdI uescription 


/■ at H9 9 1 Qft ^ mii-al-i vp T>-rrit^i n kinase f ArabidoDsis tha.1 


beq. no. 


1 Q79R0 

J. 5 / i _/ u 


uontig id 


9Qft7ft 1 R1 O^Q 






Seq. No. 




Contig ID 


29884 1.R1039 


5" -most EST 


LIB3147-051-Q1-K1-A2 


Method 




"K1CT2T CT 

JNUol Lrl 




isiiAbi score 


1 QQ 


E value 


0 . ue io 


Match length 


7 1 
/ j. 


% identity 


4ft 
t± 0 


NCBI Description 


/arrin^n 99^ TTntnnT<m nrnfpi n r At^Iti "i Hnn i ^ i~ Viali anal 


beq. no. 


1 Q79 R9 


Contig ID 


29896 1.R1039 


5 '-most EST 


uC-gsflnu33B029e09bl 


jyietnoQ 




NUrSl Ul 


rr9ft 9770Q 


BLAST score 


1 1 ft Q 
110 y 


E value 


i • ue ij i 


LYLar.cn lengtn 


97 fi 


% identity 


ft 7 


JNUoi Description 


/" ziT n 9 1 £ft 4 ^ nrorli rtoH nrnf^in \ ATahii Hnn^ i s thaliana! 




197253 


Contig ID 


29899 1.R1039 


5 '-most EST 


LIB3147-051-Q1-K1-D8 


Method 


BLASTX 


NCBI GI 


g3860321 


BLAST score 


330 


E value 


1.0e-30 


Match length 


75 


% identity 


73 



26613 



NCBI Description (AJ012687) beta-galactosidase [Cicer arietinum] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5* -most EST 
Method 



197254 

29903_1.R1039 
uC-gsflnu33B001b02bl 

197255 

29918_1.R1039 
uC-gsronu33B14 9f06bl 

197256 

29922JL.R1039 
LIB3197-002-P1-M1-G8 

197257 

29924_1.R1039 

LIB3196-058-P1-M1-C12 

BLASTN 

g415924 

40 

3.0e-13 

68 
90 

B.napus mRNA for plastid chaperonin-60 alpha subunit 
197258 

29935_1.R1039 

uC-gsflnu33B127e07bl 

BLASTX 

g3510252 

376 

1.0e-35 

168 

48 

(AC005310) putative RNA-binding protein [Arabidopsis 
thaliana] 

197259 

29952_1.R1039 

g5046634 

BLASTN 

g3510247 

34 

4.0e-09 

90 

91 

Arabidopsis thaliana chromosome II BAC F19D11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

197260 

29969_1.R1039 

uC- gs r onu3 3 BO 2 1 f 0 8b 1 

197261 

29971_1.R1039 

LIB3148-030-Q1-K1-F5 

BLASTX 



26614 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% ; identity 

NCBI Description 



g2879867 
411 

5.0e-40 

115 

68 

(AL021816) 
pombe] 



40s ribosomal protein S17 [Schizosaccharomyces 



197262 

29982_1.R1039 

LIB3165-034-P1-K6-A1 

BLASTN 

g2618605 

92 

6.0e-44 

244 

84 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUK11, complete sequence [Arabidopsis thaliana] 



Seq. No. 


197263 


Contig ID 


29985_1.R1039 


5' -most EST 


LIB3189-036-P1-K1-D2 


Seq. No. 


197264 


Contig ID 


29994 1.R1039 


5 '-most EST 


uC-gsf lnu3oB02ybUDDl 


Method 


BLASTX 


NCBI GI 


g3386608 


BLAST score 


1 A Q 


E value 


2.0e-09 


Match length 


81 


% identity 


46 


NCBI Description 


(AC004 665) hypothetical prot 


Seq. No. 


197265 


Contig ID 


30005 1.R1039 


5 '-most EST 


LIB3147-052-Q1-K1-F12 


Method 


BLASTX 


NCBI GI 


gl420887 


BLAST score 


213 


E value 


6.0e-17 


Match length 


89 


% identity 


45 


NCBI Description 


(U34334) non-specific lipid 




[Phaseolus vulgaris] 


Seq. No. 


197266 


Contig ID 


30034 1.R1039 


5 '-most EST 


g5049267 


Method 


BLASTX 


NCBI GI 


g322577 


BLAST score 


699 


E value 


1.0e-73 


Match length 


150 



% identity 

NCBI Description 



87 

Raf protein kinase homolog CTR1 - Arabidopsis thaliana 



26615 





1 97267 

X Zf I £. \J 1 


font ] a ID 


30047 1 R1039 


5 1 -most EST 


LIB3147-054-O1-K1-B12 






NCBI GI 


g2398829 


BLAST score 


522 


F. 1 lip 
J— i V CI -L Lit. 


2 Oe-76 


Matph 1 e^nfrth 

J- id Uvll v- 11 


161 


% identity 


67 


NCBI Description 


(Y11220) mitochondrial uncoupling prot 




L. LIUfc! X Uo LULl J 




X .7 / uo 


OUHUXy XL/ 




S 1 -mn^t F9T 


LTB3 14*7-0 54 -01-K1-B3 








30054 1 R1 039 

J vv J y J. . X\X \J *J J 




LIB3lJ7-054-Ol-Kl-B9 


Method 


BLASTX 


NCBI GI 


g2960069 


DXjriO ± dCOLc 


Oft VJ 


F Tral no 




L v Id.t.Cn Icily ull 


9*31 


^ iu.enL.xi_y 


JZ 


iNODX UCbLLipLlUU 


/ / / } ctl_» y X \s\J±\ o y 11 Lilt: Labc XX JS.ti piwl. 


Cq/t Kin 

oeq • LNO . 


1 Q7970 




300S6 1 R1039 


^ i -mo^t F9T 


LIB3147-0 c i4-Ol-Kl-C10 




ijXxn.o x /\ 


NCBI GI 


g!483218 


BLAST score 


126 


E value 


o . ue x o 




1 SO 


% identity 


37 


NCBI Description 


(X99793) induced upon wounding stress 




LIlCLXXCtilCL j 


Seq. No. 


197271 


Contig ID 


30060JL.R1039 




i,n_ rrcr-Fl nn ^^RDfi cirri HVnI 


Seq. No. 


197272 


Contig ID 


30071JL.R1039 




XjXJDOX*t / UOft Si-L J-^-X -L^^ 




1 Q7?7^ 


contig iu 


^nn7i o pi n^Q 

JUU / 1 <£.I\XU-3i7 


5 T -TTinqt" EST 

*J ILL WO L. i—lw -i- 


LIB316^6-023-Pl-Kl-B8 

XI X U J1UU VJ 1TX IV X u u 


Seq. No. 


197274 


Contig ID 


30073 1.R1039 


5 T -most EST 


uC-gsflnu33B131c09bl 


Method 


BLASTX 


NCBI GI 


g2244939 



[Arabidopsis 



26616 



BLAST score 


496 




tj vame 


4.0e-50 




Match length 


163 




% identity 


63 




NCBI Description 


(Z97339) hypothetical protein [Arabidops 


Seq. No. 


197275 




Z™ 1 vx *-i 4- -4 /*r *r 

uontig lu 


30081_1.R1039 




o -most; ho i 


uC-gsf Imaxxa043g03bl 




Seq. No. 


197276 




Contxg ID 


30097JL.R1039 




o -most, tiO 1 


uC-gs f lmaxxa 0 0 4 e 0 3b 1 




Metinoa 


BLASTX 




NCBI GI 


g3451078 




BLAST score 


299 




E value 


9.0e-27 




Match length 


219 




% identity 


36 




NCBI Description 


(AL031326) putative protein 


[Arabidopsis 


beq. No. 


197277 




Contig ID 


30100 1.R1039 




o -most Zlbl 


LIB3147-054-Q1-K1-G6 




Method 


BLASTX 




NCBI GI 


g4558659 




BLAST score 


490 




E value 


2.0e-49 




Tiff— J_ T _.U J- T.I. 

Match length 


140 




% identity 


67 




NCBI Description 


(AC007063) unknown protein 


[Arabidops is 


Seq. No. 


197278 




Contig ID 


30105 1.R1039 




5 -most EST 


uC-gsronu33b023fllbl 




Met nod 


BLASTX 






g2623311 




BLAST score 


475 




E value 


2.0e-47 




Match length 


158 




% identity 


61 




NCBI Description 


(AC002409) unknown protein 


[Arabidopsis 



>gi | 3402720 
thaliana] 



(AC004261) unknown protein [Arabidopsis 



Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



197279 

30114JL.R1039 
uC-gsronu33B082b09bl 

197280 

30117_1.R1039 

uC-gsflnu33B026f03bl 

BLASTX 

g3287693 

434 

8.0e-43 
90 



26617 



% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



89 

(AC003979) Similar to LIM17 gene product gb| 1653769 from 

the genome of Synechocystis sp. gb|D90916. [Arabidopsis 
thaliana] 

197281 

30122_1.R1039 
uC~gsronu33B110fl2bl 

197282 

30133_1.R1039 

LIB3147-055-Q1-K1-B4 

BLASTX 

g4206122 

994 

1.0e-108 

222 

83 

(AF097667) protein phosphatase 2C homolog [Mesembryanthemum 
crystallinum] 

197283 

30138_1.R1039 
LIB3147-055-Q1-K1-C10 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



197284 

30154JL.R1039 
LIB3147-055-Q1-K1-D8 

197285 

30155_1.R1039 

uC-gsronu33B076ellbl 

BLASTN 

g4519263 

48 

7.0e-18 

100 

88 

Citrus unshiu mRNA for vacuolar H+-ATPase B subunit, 
complete cds 

197286 

30160_1.R1039 

LIB3147-055-Q1-K1-E4 

BLASTX 

g3080395 

294 

2.0e-26 

103 

56 

(AL022603) hypothetical protein [Arabidopsis thaliana] 
197287 

30175_1.R1039 
LIB3147-055-Q1-K1-G11 



Seq. No. 



197288 



26618 



Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30196_1.R1039 

LIB3147-056-Q1-K1-A2 

BLASTX 

gl708191 

644 

2.0e-67 

171 

68 

HEXOSE CARRIER PROTEIN HEX 6 >gi 1.467319 (L08188) hexose 
carrier protein [Ricinus communis] 



Seq. No. 


i moo fi 

iy /zo 9 


Contig ID 


o a *i a o 1 di mo 
^uiyb l.KiLoy 


5 1 -most EST 


t tdoi a o aoc r\i Tf-\ no 

LIBJ14o-Uoo-Ql-Kl-Dz 


Method 


DT 7V CTV 

rSijAb I a 


NCBI GI 


g4539350 


BLAST score 


371 


E value 


1 . Oe-io 


Match length 


O A 


% identity 


Q 1 


NCBI Description 


(AL035539) putative pectine; 


Seq. No. 


197290 


Contig ID 


30200 1.R1039 


5' -most EST 


LIB3196-006-P1-M1-D11 


Seq. No. 


197291 


Contig ID 


30206 1.R1039 


5 f -most EST 


LIB3147-056-Q1-K1-B12 


Method 


BLASTX 


NCBI GI 


g730463 


BLAST score 


322 


E value 


1.0e-29 


Match length 


105 


% identity 


59 


NCBI Description 


60S RIBOSOMAL PROTEIN L37B 



,37) (RP47) 

>gi| 630323Ipir MS44069 ribosomal protein L35a.e.cl5 - yeast 
(Saccharomyces cerevisiae) >gi| 484^41 (L23923) ribosomal 
protein L37 [Saccharomyces cerevisiae] 
>gi|1420537|emb|CAA99454| (Z75142) ORF YOR234c 
[Saccharomyces cerevisiae] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197292 

30221_1.R1039 

LIB3196-039-P1-M1-F11 

BLASTX 

g3947719 

249 

4.0e-21 

53 

92 

(AJ012653) ribosomal protein S28 [Prunus persica] 
>gi|3947721|embICAA10102| (AJ012654) ribosomal protein 
[Prunus persica] >gi | 3947723 | emb | CAA10103 | (AJ012655) 
ribosomal protein S28 [Prunus persica] 



S28 



Seq. No. 



197293 



26619 



Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30225_2.R1039 

uC-gsronu33B147d02bl 

BLASTX 

gl40201 

386 

4.0e-37 

156 

50 

PROTEIN KINASE YAK1 >gi | 101423 | pir | IA32582 protein kinase 
YAK1 (EC 2.7.1.-) - yeast (Saccharomyces cerevisiae) 
>gil4796|emb|CAA34192| (X16056) Yakl kinase (AA 1 - 807) 
[Saccharomyces cerevisiae] >gi | 854556 | emb I CAA60814 | 
(X87371) protein kinase [Saccharomyces cerevisiae] 
>gi|1015551iemb|CAA89437| (Z49417) ORF YJL141c 
[Saccharomyces cerevisiae] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197294 

30240_1.R1039 

g5046523 

BLASTN 

g2735255 

64 

3.0e-27 

168 

85 

Lycopersicon esculentum protein kinase (LePK6) gene, 
partial cds 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197295 

30260_1.R1039 

g5050539 

BLASTX 

g3924596 

470 

7.0e-47 

97 

92 

(AF069442) putative phospho-ser/thr phosphatase 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197296 

30262_1.R1039 

g5047036 

BLASTX 

gl946329 

720 

3.0e-76 

200 

71 

(U69154) prohibitin [Nicotiana tabacum] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



197297 

30271JL.R1039 

g5044630 

BLASTX 

g2494416 

639 



26620 



E value 
Match length 
% identity 
NCBI Description 



8.0e-67 

134 

89 

FRUCTOSE- 1, 6-BISPHOSPHATASE, CYTOSOLIC 

(D-FRUCTOSE-1, 6 -BIS PHOSPHATE 1-PHOSPHOHYDROLASE) (FBPASE) 
>gi 1 166956 (M80597) fructose-1, 6-bisphosphatase [Beta 
vulgaris] >gi | 444324 | prf | | 1906373A cytosolic fructose 
bisphosphatase [Beta vulgaris] 



Seq. No. 
Contig ID 
5' -most EST 



197298 

30273JL.R1039 
LIB3147-057-Q1-K1-A5 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



197299 

30276_1.R1039 

LIB3165-019-P1-K1-A5 

BLASTX 

gl711606 

149 

1.0e-21 

108 

52 

SULFITE OXIDASE PRECURSOR >gi | 1362942 | pir | | S55874 sulfite 
oxidase (EC 1.8.3.1) precursor, mitochondrial - human 
>gi 1 508502 (L31573) sulfite oxidase [Homo sapiens] 
>gi 1 1098062 | prf | I2115221A sulfide oxidase [Homo sapiens] 
>gi I 4557867 |ref | NP_000447 . 1 1 pSUOX | sulfite oxidase 

197300 

30292_1.R1039 

uC-gsflmaxxa048d04bl 

BLASTX 

g2244841 

288 

2.0e-25 

129 

48 

(Z 97 337) hypothetical protein [Arabidopsis thaliana] 
197301 

30319_1.R1039 
LIB3148-002-P1-K1-A3 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 



197302 
30335_1 
LIB3147 
BLASTX 
g!653033 
263 

7.0e-23 

66 

74 

(D90910) 



R1039 

058-Q1-K1-D3 



hypothetical protein [Synechocystis sp.] 



197303 

30339JL.R1039 
uC-gsronu33B148d05bl 



26621 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2146797 

715 

1.0e-75 

223 

45 

protein disulf ide-isomerase (EC 5.3.4.1) - Castor bean 
>gi 1 1134968 (U41385) protein disulphide isomerase PDI 
[Ricinus communis] >gi 1 1587210 | prf i | 2206331A protein 
disulfide isomerase [Ricinus communis] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



197304 

30344JL.R1039 

g5050176 

BLASTX 

g2245120 

681 

2.0e-71 

172 

72 

(Z97343) hypothetical protein [Arabidopsis thaliana] 
197305 

30350JL.R1039 

uC-gsf lmaxxa047cllbl 

BLASTX 

g4204285 

810 

1.0e-86 

238 

65 

(AC003027) lcl|prt_seq No definition line found 
[Arabidopsis thaliana] 

197306 

30351JL.R1039 

uC-gsronu33B155e09b2 

BLASTX 

g2811014 

173 

3.0e-12 

75 

52 

DYNE IN LIGHT CHAIN LC6, FLAGELLAR OUTER ARM 
>gi|2208914|dbj IBAA20525I (AB004830) outer arm dynein LC6 
[Anthocidaris crassispina] 

197307 

30352JL.R1039 
LIB3147-058-Q1-K1-G10 



Seq. No. 
Contig ID 
5' -most EST 



197308 

30357_1.R1039 
LIB3147-058-Q1-K1-F2 



Seq. No. 
Contig ID 



197309 

30360 1.R1039 



26622 



S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g5048553 
BLASTX 
g4455192 
531 

6.0e-54 

206 

51 

(AL035440) putative protein [Arabidopsis thaliana] 
197310 

30379_1.R1039 

LIB3147-058-Q1-K1-H3 

BLASTX 

g2529665 

180 

4.0e-13 

50 

70 

(AC002535) putative ribosomal protein L7A [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



197311 

30383_1.R1039 

LIB3147-058-Q1-K1-H8 

BLASTX 

g2105430 

521 

3.0e-53 

128 

74 

(U97079) U5-116kD [Mus musculus] 
197312 

30386_1.R1039 

uC-gsflnu33B023dl0bl 

BLASTX 

g729842 

789 

3.0e-84 

205 

77 

CHLOROPLAST MEMBRANE-ASSOCIATED 30 KD PROTEIN PRECURSOR 
(M30) >gi|1076532|pir| IS47966 probable lipid transfer 

protein M30 precursor - garden pea >gi| 169107 (M73744) IM30 
[Pisura sativum] 

197313 

30393_1.R1039 
uC-gsflnu33B146e03bl 

197314 

30402_1.R1039 

LIB3197-011-P1-M1-F1 

BLASTX 

g2462825 

274 

3.0e-24 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T ^most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



91 
59 

(AF000657) contains Procite T RNP 1 1 
region [Arabidopsis thaliana] 



putative RNA-binding 



197315 

30404_1.R1039 

g5048164 

BLASTX 

g3142301 

451 

1.0e-44 

236 
43 

(AC002411) Contains similarity to neural cell adhesion 
molecule 2, large isoform precursor gb|M7 6710 from Xenopus 
laevis, and beta transducin from S. cerevisiae gb|Q05946. 
ESTs gb|N65081 gbIZ30910, gb[Z34190, gb|Z34611, gb|R30101, 
gb|H3630 

197316 

30412J..R1039 
LIB3148-044-Q1-K1-H3 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197317 

30413_1.R1039 

LIB3147-059-Q1-K1-C6 

BLASTN 

g4512110 

43 

8.0e-15 

79 
89 

Phalaenopsis sp. 1 KCbutterf ly ' putative profilin mRNA, 
complete cds 



Seq. No., 


197318 


Contig ID 


30419 1.R1039 


5' -most EST 


LIB3197-052-Q1-M1-B12 


Method 


BLASTX 


NCBI GI 


g2104681 


BLAST score 


388 


E value 


3.0e-37 


Match length 


164 


% identity 


54 


NCBI Description 


(X97 907) transcription fact- 


Seq. No. 


197319 


Contig ID 


30424 1.R1039 


5 '-most EST 


LIB3147-059-Q1-K1-E10 


Method 


BLASTX 


NCBI GI 


g2493046 


BLAST score 


234 


E value 


1.0e-19 


Match length 


77 


% identity 


60 


NCBI Description 


ATP SYNTHASE DELTA' CHAIN, ] 
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o 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI Gfl 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi| 82297 |pir | | A41740 H+-transporting ATP synthase (EC 
3.6.1.34) delta' chain precursor - sweet potato 
>gi | 217938 |dbj |BAA01511| (D10660) mitochondrial Fl-ATPase 
delta subunit [Ipomoea batatas] 

197320 

30430_1.R1039 

g5046726 

BLASTX 

g3820614 

503 

9.0e-51 

233 
48 

(AF094516) El-like protein [Homo sapiens] 
197321 

30432_1.R1039 

LIB3149-001-P1-K1-H10 

BLASTX 

g2911071 

243 

2.0e-20 

79 

58 

(AL021960) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



197322 

30433JL.R1039 

uC-gsronu33B109a05bl 

BLASTX 

g3822223 

372 

2.0e-35 

143 

57 

(AF077955) branched-chain alpha keto-acid dehydrogenase El 
alpha subunit [Arabidopsis thaliana] 

197323 

30472_1.R1039 
LIB3148-012-Q1-K1-E1 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197324 

30479JL.R1039 

uC-gsflmaxxa057al2bl 

BLASTX 

g2811026 

381 

1.0e-36 

80 

90 

TCP1-CHAPERONIN COFACTOR A HOMOLOG >gi 11946375 (U93215) 
TCPl-chaperonin cofactor A isolog [Arabidopsis thaliana] 
>gi 1 2347204 (AC002338) TCPl-chaperonin cofactor A isolog 
[Arabidopsis thaliana] 
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Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197325 

30488J..R1039 

uC-gsronu33B109e04bl 

BLASTX 

g2982311 

729 

2.0e-77 

165 

79 

(AF051240) 
mariana] 



probable ubiquit in-conjugating enzyme E2 [Picea 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197326 

30502JL.R1039 

LIB3147-060-Q1-K1-E8 

BLASTX 

g3080415 

523 

3.0e-53 

130 
78 

(AL022604) 
thaliana] 



cysteine proteinase - like protein [Arabidopsis 



Seq. No. 


197327 


Contig ID 


30512_1.R1039 


5" -most EST 


LIB3147-060-Q1-K1-F8 


Seq. No. 


197328 


Contig ID 


30528 1.R1039 


5 '-most EST 


LIB314 7-060-Q1-K1-H8 


Method 


BLASTX 


NCBI GI 


g4105772 


BLAST score 


386 


E value 


3.0e-37 


Match length 


80 


% identity 


46 


NCBI Description 


(AF049917) PGP9B [Petunia 


Seq. No. 


197329 


Contig ID 


30533 1.R1039 


5 '-most EST 


LIB3148-046-Q1-K1-A2 


Method 


BLASTX 


NCBI GI 


g2829204 


BLAST score 


363 


E value 


2.0e-34 


Match length 


96 


% identity 


66 


NCBI Description 


(AF044204) lipid transfer 




hirsutum] 


Seq. No. 


197330 


Contig ID 


30540 1.R1039 


5 '-most EST 


uC-gsronu33B027e01bl 


Seq. No. 


197331 


Contig ID 


30541JL.R1039 
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.5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g5047186 
BLASTX 
gl706326 
642 

1.0e-124 

262 

81 

PYRUVATE DECARBOXYLASE ISOZYME 1 (PDC) 

>gi 12146786 | pir | IS65470 pyruvate decarboxylase (EC 4.1. 
(clone PDC1) - Garden pea >gi | 1177603 | emb | CAA9144 4 | 
(Z66543) pyruvate decarboxylase [Pisum sativum] 



1.1) 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197332 

30565J..R1039 

uC - gs f lmaxxa 0 2 8 a 0 6b 1 

BLASTX 

g4309732 

209 

2.0e-16 

56 

68 

(AC006439) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



197333 

30567_1.R1039 
uC-gsronu33B078g08bl 



Seq. No. 
Contig ID 
5' -most EST 



197334 

30577_1.R1039 
LIB3166-011-P1-K1-E9 



Seq. No. 
Contig ID 
5 '-most EST 



197335 

30590_1.R1039 
LIB3148-002-P1-K1-C5 



Seq. No. 
Contig ID 
5' -most EST 



197336 

30592JL.R1039 
uC-gsflnu33B027f08bl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197337 

30593_1.R1039 

LIB3148-002-P1-K1-C8 

BLASTX 

g4191789 

176 

1.0e-12 

64 

64 

(AC005917) putative transmembrane transport protein 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



197338 

30595JL.R1039 

uC-gsflnu33B112hl2bl 

BLASTX 

g!30718 

314 
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E value 
Match length 
% identity 
NCBI Description 



1.0e-28 

120 
43 

ACID PHOSPHATASE PRECURSOR 1 >gi 1 170370 (M83211) acid 
phosphatase type 1 [Lycopersicon esculentum] >gi 1 170372 
(M67474) acid phosphatase type 5 [Lycopersicon esculentum] 
>gi|445121|prf | I1908427A acid phosphatase 1 [Lycopersicon 
esculentum] 



C /-\ i-r t\Tr-\ 

oeq. lno. 


1 97^9 


Cnr) "h in TD 

\*>\JLL\ — l y 1U 


30599 1.R1039 


«J ItlUO L LiiJX 


LIB314"8-002-Pl-Kl-D7 


Seq. No. 


197340 


Contig ID 


30608 1.R1039 




T.TR3148-0G2-P1-K1-E8 


Seq. No. 


197341 


Contig ID 


30610_1.R1039 




« c 047 <=; r n 
gou^ / jju 


Method 


JDLirio i A 






BLAST score 




E value 




Matcn lengtn 




% identity 


c; 1 


NUrsi uescripi-ion 






4~ViaT i ana 1 


Seq. No. 


197342 


Contig ID 




o -most Jto l 




Seq. No. 


197343 


zoning ±U 


•3H£91 1 Rl 

jUDZl ±»r\XUO-7 


o mosTi Hjoi 


Ll^f ^ollllUJ JDUOOJJU JJJ1 


Metnoa 


rSJ-ii\o J. A 






dLiAoi score 


0.70 


E value 


z . ue / j 


Matcn lengtn 


9HQ 


% identity 


£9 




fnft4R8R^ rihn^nhorrl upomiit ase* TM< 


Seq. No, 


197344 


Contig ID 


30636 1.R1039 


5' -most EST 


LIB3197-060-Q1-M1-H9 


Seq. No. 


197345 


Contig ID 


30638 1.R1039 


5 '-most EST 


LIB3148-034-Q1-K1-F12 


Method 


BLASTX 


NCBI GI 


gl364059 


BLAST score 


322 


E value 


1.0e-29 


Match length 


158 


% identity 


41 
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NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 



dioscorin class A precursor - Dioscorea cayenensis 
>gi|433463|emb|CAA53781| (X76187) storage protein 
[Dioscorea cayenensis] 

197346 

30647JL.R1039 

LIB3272-002-P1-K1-C3 

BLASTX 

g3879145 

184 

3.0e-13 

79 
41 

(Z93386) 
placenta 



predicted using Genefinder; Similarity to Human 
(DIFF33) protein (TR:Q13530) ; cDNA EST ykl98all.5 



comes from this gene [Caenorhabditis elegans] 
197347 

30662J..R1039 

LIB3148-003-P1-K1-D3 

BLASTX 

gl!72002 

1601 

1.0e-179 

355 

86 

PHENYLALANINE AMMONIA- LYASE >gi 1556424 (L36822) 
phenylalanine ammonia lyase [Stylosanthes humilis] 

197348 

30683_1.R1039 
LIB3272-033-P1-K1-H10 

197349 

30702JL.R1039 

LIB3272-044-P1-K1-B1 

BLASTN 

g499025 

133 

3.0e-68 

725 

81 

V.vinifera PAL mRNA for phenylalanine ammonia lyase 
197350 

30706_1.R1039 

uC-gsronu33B117e01bl 

BLASTX 

g2832658 

221 

1.0e-17 

73 

52 

(AL021710) putative protein [Arabidopsis thaliana] 
197351 

30720 1.R1039 
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5 '-most EST 



LIB3149-044-Q1-K1-G9 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197352 

30722_1.R1039 

LIB3149-027-Q1-K1-B3 

BLASTX 

g3850821 

332 

9.0e-35 

139 

54 

(Y18350) U2 snRNP auxiliary factor, large subunit 
[Nicotiana plumbaginif olia] 

197353 

30730J..R1039 

LIB3148-031-Q1-K1-C4 

BLASTX 

g4567225 

284 

5.0e-25 

71 

72 

(AC007119) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197354 

30732JL.R1039 

LIB3148-036-Q1-K1-H11 

BLASTX 

g3080393 

258 

3.0e-22 

51 

90 

(AL022603) NADH dehydrogenase like protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



197355 

30734_1.R1039 
LIB3166-004-P1-K1-C7 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197356 

30739_1.R1039 

LIB3148-004-Q1-K1-E9 

BLASTX 

gl705463 

143 

1.0e-08 

39 

69 

BIOTIN SYNTHASE (BIOTIN SYNTHETASE) >gi | 2129547 | pir | | S71201 
biotin sythase - Arabidopsis thaliana >gi 11045316 (U24147) 
biotin sythase [Arabidopsis thaliana] >gi 11403662 (U31806) 
BI02 protein [Arabidopsis thaliana] >gi 11769457 (L34413) 
biotin synthase [Arabidopsis thaliana] >gi 12288983 
(AC002335) biotin synthase (Bio B) [Arabidopsis thaliana] 
>gi| 1589016 | prf | I2209438A biotin synthase [Arabidopsis 
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thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



197357 

30749JL.R1039 
LIB3148-004-Q1-K1-G2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197358 

30759JL.R1039 

LIB3189-024-P1-K1-B5 

BLASTX 

g2827559 

417 

1.0e-40 

169 
49 

(AL021635) predicted protein [Arabidopsis thaliana] 
>gi|3292808|emb|CAA19798| (AL031018) putative protein 
[Arabidopsis thaliana] 



Seq. No. 


197359 


Contig ID 


30762 2.R1039 


5' -most EST 


LIB3148-014-Q1-K1-H11 


Method 


BLASTX 


NCBI GI 


g3831441 


BLAST score 


104 


E value 


6.0e-09 


Match length 


43 


% identity 


81 


NCBI Description 


(AC005819) hypothetical protein 


Seq. No. 


197360 


Contig ID 


30765 1.R1039 


5 '-most EST 


LIB3165-032-P1-K1-E2 


Method 


BLASTX 


NCBI GI 


g2493694 


BLAST score 


333 


E value 


6.0e-31 


Match length 


135 


% identity 


50 


NCBI Description 


PHOTOSYSTEM II REACTION CENTRE W 




6.1 KD PROTEIN) >gi | 1076268 | pir | 



protein - spinach >gi t 728716 i emb | CAA59409 | 
of photosystem II [Spinacia oleracea] 



ECURSOR (PS I I 
'tosystem II 
(X85038) protein 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197361 

30776_1.R1039 

LIB3148-005-Q1-K1-B11 

BLASTX 

g4263711 

240 

4.0e-20 

88 

51 

(AC006223) putative CCR4-associated transcription factor 
[Arabidopsis thaliana] 



Seq. No. 



197362 
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Contig ID 
5 ? -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 



30786J..R1039 
uC-gsflnu33B079g09bl 

197363 

30788_1.R1039 
LIB3149-003-P1-K1-F5 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T .-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



197364 

30792_1.R1039 

LIB3148-005-Q1-K1-C8 

BLASTX 

g3928090 

215 

5.0e-28 

138 

46 

(AC005770) putative MTN3 protein [Arabidopsis thaliana] 
197365 

30794_1.R1039 

LIB3197-055-Q1-M1-G10 

BLASTX 

g4558665 

180 

2.0e-13 

38 

79 

(AC007063) putative white protein [Arabidopsis thaliana] 
197366 

30795__1.R1039 
LIB3148-005-Q1-K1-D11 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197367 

30800JL.R1039 
LIB3197-04 6-Q1-M1-E7 

197368 

30806JL.R1039 
LIB3196-028-P1-M1-H3 

197369 

30822_1.R1039 

uC-gsronu33B145g04bl 

BLASTX 

g4263712 

481 

3.0e-48 

122 

70 

(AC006223) putative ribosomal protein S12 [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 



197370 

30822_2.R1039 

LIB3149-006-Q1-K1-A9 

BLASTX 
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INoI3l ol 




BLAST score 


312 


E value 


7.0e-42 


l/r ^ y* V» \ 4- Vi 

rJaLCIl xciiy UI1 


1 90 


% identity 


10 

/ u 


NCBI Description 


triLUUDZ^ J / pULatl Vc X. -LiJ\JO wlllcLJ_ piULC J_i l *-> -t- Lru_ o.j^j-^w^-'ij-i- ^ 




4-U -i 1 -! anal 

una ii ana j 


oeq. jno . 


1 Q7^71 


uontiy 1U 


juo Oi j. • r\.J- u o -? 




LIB3148-005-O1-K1-H4 


TnT/-> -4- V-i /-3 

LYLcLilUU 




NCBI GI 


g3098571 


BLAST score 


188 


Hi Value 




Match length 


04 


% identity 


55 


NCBI Description 


(AF049028) BURP domain containing protein [Brassica napus; 


oeq. 1NO . 


1 Q7^79 


Contig ID 


30839 1.R1039 


5 '-most EST 


uC-gs f ImaxxaO 6 Odl Obi 


oeq. NO. 


1 .7 / o / o 


contig iu 




5 -most EST 




Seq. No. 




Contig ID 




D IIIOSL JLO 1 


rrRfU Q7^fi 
y jut j i oo 


Method 


DT 7\Qrpv* 
Dla/iO 1 A 


NCBI GI 


g2673910 


BLAST score 


145 


ej vaxue 




Match length 


o Z. 


=s identity 


A A 

44 


NCBI Description 


(rlUUUZDOlj nypOX.neX.lCai piOX,eiIl L/ilaJJlUUpoiD (.na±iaiiaj 


Seq. No. 


iy / j / o 


Lonxig id 


^rtQQi i pi n^Q 

oUOol l.r\.l\JO-7 


O IUOS L HjO 1 


T TR*31 Zfl-OOR-OI -K1 -F.I ? 




curio x 


JNUol (al 


rrA ^79 


BLAST score 


227 


E value 


8.0e-19 


Match length 


1UU 


% identity 


A A 
44 


NCBI Description 


(AC006954) putative retrotransposon polyprotein 




[Arabidopsis thaliana] 


Seq. No. 




uont-ig iu 




5 '-most EST 


LIB3148-006-Q1-K1-H11 


Seq. No. 


197377 


Contig ID 


30911 1.R1039 


5 '-most EST 


LIB3148-007-Q1-K1-A5 
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C c rr K[r\ 

oeq. in u * 


1 Q7^7R 




Print - i rr T Pi 
v^UIlLXy XL/ 






S'-mosf EST 


LIB3148-007-O1-K1-B7 




C £S *r \Tr* 

oeq. iNO . 


1 Q7^7Q 




f -1 ri n +~ n rr TO 
L^CjIlCly XIJ 








T TR^I 007-01 -K1 -PR 




Method 


BLASTN 




NCBI GI 


g3821780 




DLifiO X o Okj J_ t; 


-J u 




Hi value 


y • ue xx 




Match length 


45 




% identity 


65 




lN^JDX Uco OI -Lky LXUI1 


Yononn c 1 aani a c PlNI Z\ rO ono 


27A6-1 


C ^ «■ 

O cC] • LN O • 






oonrxg xu 






O ITLOS L JLoi 


XiXJDJX*iO UU / i\X k>X 




beg. wo. 


1 Q7^fl1 
lj / joi 




L^onxxy xu 












Method 


BLASTX 




NCBI GI 


g2346972 




dLAo! score 


282 




Hj VdlUc 


5.0e-25 




Match length 


127 




% identity 


36 




jnobi uescripuion 


(AB006598) ZPT2-11 [Petunia x hybrida] 


beg. jno. 


197382 




contxg iu 


30941 1.R1039 




«J iLLUoL DO 1 


LIB3148-007-Q1-K1-E7 




beg. wo. 


197383 




L-onuig iu 


30945 1.R1039 




0 ILIOSU JLbl 


LIB3148-007-Q1-K1-F11 




jxie unoo 


BLASTX 




NLBX bX 


g2804280 




BLAST score 


624 




E value 


4.0e-65 




Mar.cn xengun 


143 




-6 luentity 


76 




NCBI Description 


(AB003687) 6-4 photolyase 


[Arabidopsis 




>gi 1 3929918 I dbj IBAA34711I 


(AB017331) 6 




[Arabidopsis thaliana] 




beg. no. 


197384 




uontzxg Xu 


30957 1.R1039 






LIB3148-007-Q1-K1-G8 




Seg. No. 


197385 




Contig ID 


30974 1.R1039 




5' -most EST 


LIB3148-008-Q1-K1-A5 




Method 


BLASTX 




NCBI GI 


g4102727 





■4 photolyase 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159 

1.0e-10 

100 
40 

(AF015782) 
jambhiri] 



blight-associated protein pl2 precursor [Citrus 



197386 

30976_1.R1039 

uC-gsronu33B047c08bl 

BLASTX 

g3287687 

353 

2.0e-58 

228 

53 

(AC003979) Match to sucrose-proton symporter (SUC2) 
gb 1X75382 from A. thaliana. [Arabidopsis thaliana] 



gene 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



197387 

30994_1.R1039 
uC-gsf Imaxxa061g07bl 

197388 

30997_1.R1039 
LIB3148-044-Q1-K1-G1 

197389 

31000JL.R1039 
LIB3148-008-Q1-K1-D4 

197390 

31006JL.R1039 
uC-gsronu33B154c02b2 



Seq. No. 


197391 


Contig ID 


31035 1.R1039 


5" -most EST 


g504'9845 


Method 


BLASTX 


NCBI GI 


g4204315 


BLAST score 


782 


E value 


2.0e-83 


Match length 


241 


% identity 


58 


NCBI Description 


(AC003027) Unknown protein [Arabidopsis thaliana] 


Seq. No. 


197392 


Contig ID 


31036 1.R1039 


5 '-most EST 


LIB314 9-016-Q1-K1-E12 


Method 


BLASTX 


NCBI GI 


g4567309 


BLAST score 


153 


E value 


5.0e-10 


Match length 


70 


% identity 


46 


NCBI Description 


(AC005956) hypothetical protein [Arabidopsis thai 



26635 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 



197393 

31046_1.R1039 

LIB3196-059-P1-M1-C7 

BLASTX 

g3242753 

238 

1.0e-19 

166 

33 

(AC005162 
to P42660 



probable carboxypeptidase precursor; 
(PID:gl718107) [Homo sapiens] 



64% similar 



oeq. jno . 


1 QT3 QA 

iy / o y4 


contig id 


JlUo4 1 . riu jy 


D mOSTl HiOl 


JjIdjI4 o uiy y 1 i\l bo 


Seq. No. 


197395 


uonuig ID 


olUoz 1 . RlUoy 


o —mosr. Lbi 


go jzoooy 


Method 


BLASTX 


NCBI GI 


gl041704 


BLAST score 


CIA 

510 


E value 


J . Ue-yo 


Match length 


219 


% identity 


75 


NCBI Description 


{uo(J4/o) expansm At-EXP5 LArabidopsis tnalianaj 


Seq. No. 


1 AT) 

197396 


y~i.__.L_' _ x T\ 

contig ID 


jiud/ i.Riujy 


o -most boi 


LIBol4cf-Uuy-Ql-Kl-Cll 


Method 


T") T 7\ O mv 


NCBI GI 


g3885343 


BLAST score 


263 


E value 


1 . ue-22 


Match length 


T 01 
1Z1 


% identity 


42 


NCBI Description 


(AC005623) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


-I r\ 'i *^ r\ '-t 
197397 


Contig ID 


31070 1.R1039 


5' -most EST 


LIB3148-009-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


gl079393 


BLAST score 


168 


E value 


6.0e-12 


Match length 


121 


% identity 


42 


NCBI Description 


chromokinesin - chicken >gi 1603761 (U18309) chromokines 




[Gallus gallus] 


Seq. No. 


197398 


Contig ID 


31071 1.R1039 


5 T -most EST 


LIB3189-044-P1-K1-H8 


Method 


BLASTX 


NCBI GI 


g3646340 


BLAST score 


726 


E value 


4.0e-77 



26636 



Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



156 
91 

(AJ000763) MADS-box protein [Malus domestical 



197399 

31073_1.R1039 
LIB3148-009-Q1-K1-C7 



Seq. No. 
Contig ID 
5' -most EST 



197400 

31077J..R1039 
LIB3148-055-Q1-K1-G1 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



197401 

31089_1.R1039 
LIB3148-009-Q1-K1-E6 

197402 

31107JL.R1039 

LIB3148-009-Q1-K1-G8 

BLASTX 

g4468813 

233 

2.0e-24 

104 

55 

(AL035601) putative protein [Arabidopsis thaliana] 
197403 

31109_1.R1039 

LIB3148-009-Q1-K1-H10 

BLASTX 

g2213871 

295 

2.0e-26 

90 

72 

(AF003126) poly (A) -binding protein [Mesembryanthemum 
crystallinum] 

197404 

31112JL.R1039 

LIB3148-009-Q1-K1-H2 

BLASTX 

g231503 

705 

2.0e-74 

142 

94 

ACTIN 97 >gi| 100417|pir| IS20098 actin - potato 

>gi|21544 | emb | CAA39280 | (X55751) actin [Solanum tuberosum] 

197405 

31125_1.R1039 

LIB3148-010-Q1-K1-A8 

BLASTX 

g3805956 

188 



26637 




E value 


A Da 1 A 

4 . ue-i4 


Match, length 


CO 


% identity 


94 


NCBI Description 


(Ylo/byj laccase [ropuxus Daxsamxxera suosp. i.ricnoodipdj 


Seq. No. 


19 /4Uo 


Contig ID 


*3 1 1 O *7 1 r> 1 A *3 Q 

ollz / 1 . RlUo9 


C 1 T7> C"T> 

o -most Eb r 


T T"C51 AQ — HI fl— HI — "Pfl -R7 


Method 


bLAblA 


NCBI GI 


g2245131 


BLAST score 


146 


E value 


J . oe-uy 


Match length 


ol 


% identity 


VI a 
4U 


NCBI Description 


(Zy/o44) nypotn.eta.cai protexn [AraDxaopsxs unaxxanaj 


Seq. No. 


19740 / 


Contig ID 


olio /_1 . Riuoy 


o -most EST 


uo-gsrinujjDUo ycuiDi 


Method 


tit 7\ nmv 

BLASTX 


NCBI GI 


g4262140 


BLAST score 


360 


E value 


4 . 0e-o4 


Match length 


117 


% identity 


63 


NCBI Description 


(AC005275) putatxve C-type Ul snRNP LAraJoxaopsxs unaxxana 


Seq. No. 


197408 


Contig ID 


31138 1.R1039 


5 T -most EST 


LIBolfeo-U/l-rX-Jxl-r Z 


Method 


BLASTX 


NCBI GI 


gizo /Uoz 


BLAST score 


1414 


E value 


1.0e-157 


Match length 


289 


% identity 


93 


NCBI Description 


(X96765) ADP-glucose pyrophosphorylase [Pisum sativum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197409 

31139JL.R1039 

uC-gsflnu33B004f08bl 

BLASTN 

g3821780 

36 

9.0e-ll 

36 

60 

Xenopus laevis cDNA clone 27A6-1 



Seq. No. 
Contig ID 
5 '-most EST 



197410 

31146J..R1039 
uC-gsronu33B019e03bl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



197411 

31156JL.R1039 

LIB3148-010-Q1-K1-E11 

BLASTX 



26638 



NCBI GI 


g4455177 


BLAST score 


265 


Ei vaxue 


f± . l/C O 


jMatcn lengLn 




% identity 


52 


NCBI Description 


(AL035521) putative protein [Arabidopsis thaliana] 




1 9741 9 


Contig ID 


31157 1.R1039 


5' -most EST 


LIB3272-007-P1-K1-D2 


beq. No. 


1^/4 lo 


Contig ID 


31162 1.R1039 


5 T -most EST 


LIB3148-010-Q1-K1-E7 


oeq. ino . 


1 Oil A 1 A 
X y I H X f± 


uont-ig ijj 


jliOD X.£\XUOi7 


C i ---.—^ dot 1 

o —most hjoi 


ljXi30X4o UXU yX J\X — £ XU 


beq. no. 


i 07/11 c; 


contig iu 




o most cjoi 


T TR?1 4ft-fl1 H-OI -PCI -CZ1 1 

JjlDOi'lO U1U ^«/X I\X ull 


Mennoa 




NCBI bl 


g4 4 DDZXU 


BLAST score 


537 


E value 


4.0e-55 


Match length 


i on 


% identity 


o u 


NCBI Description 


^.rtXjUOO 4 4 U ) pULaUlVc aSpaiLatc ClxlMrl llyaoc L"X cikJJ-\Ji\jytz> ■ 




unaixana j 


Seq. No. 




Contig ID 


olio/ l.Kiuoy 


0 — IuOSt CjOI 


t tu^i 4P— m n— m — T<ri -hr 
LidjitQ uiu j?lX nj 


Metnoa 


"DT 7\ O T>V 
Oli/iO 1 A 


NCBI GI 


g533256 


BLAST score 


544 


Hj vaiue 


1 flo- ^ R 
X • Uc JJ 


Match length 


xo f 


% identity 


DO 


NCBI Description 


(iiZ/iuij pec u me sue rase l x^sT_u.rixcx iniidLdj 


Seq. No. 


iy / 4 i / 


contig id 




o —most; Lbi 


lil DO 14 o — uxx yx J\l DO 


Mo +• In nrl 
L w Jc L.X1UU. 


DJjriij i. /i. 


NCBI GI 


g3122572 


BLAST score 


649 


E value 


6.0e-68 


Match length 


156 


% identity 


78 



NCBI Description 



NADH-UBIQUINONE OXIDOREDUCTASE 75 KD SUBUNIT PRECURSOR 
(COMPLEX I-75KD) (CI-75KD) (76 KD MITOCHONDRIAL COMPLEX I 
SUBUNIT) >gi 1 1084434 |pir| IS52737 NADH dehydrogenase 
(ubiquinone) (EC 1.6.5.3) 76K chain precursor - potato 
>gi| 758340|emb|CAA59818| (X85808) 76 kDa mitochondrial 
complex I subunit [Solanum tuberosum] 



26639 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197418 

31212JL.R1039 

LIB3149-024-Q1-K1-F6 

BLASTX 

g4376815 

481 

4.0e-48 

231 
42 

(AE001637) GutQ/KpsF Family Sugar-P Isomerase 
pneumoniae] 



[Chlamydia 



Seq. No. 

Contig ID 
5' -most EST 



197419 

31218_1.R1039 
uC-gsflnu33B085fl0bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197420 

31236_1.R1039 

uC-gsronu33B079d08bl 

BLASTX 

gl255954 

534 

1.0e-54 

118 

83 

(Z70677) thioredoxin [Ricinus communis] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197421 

31236_2.R1039 

uC-gsflnu33B062f08bl 

BLASTX 

g2129752 

346 

1.0e-32 

114 

52 

thioredoxin - Arabidopsis thaliana >gi | 992964 | emb | CAA8 4 612 | 
(Z35475) thioredoxin [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197422 

31238J..R1039 

LIB3196-031-P1-M1-G6 

BLASTX 

g4567303 

355 

2.0e-33 

68 

88 

(AC005956) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



197423 

31249JL.R1039 
LIB3148-017-Q1-K1-H1 



Seq. No. 
Contig ID 



197424 

31253 1.R1039 



26640 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB314 9-019-Q1-K1-E5 

BLASTX 

g2500376 

378 

5.0e-38 

94 

88 

60S RIBOSOMAL PROTEIN L34 >gi | 4262177 | gb 1 AAD14494 | 
(AC005508) 23552 [Arabidopsis thaliana] 

197425 

31265J..R1039 

LIB3272-058-P1-K1-H4 

BLASTX 

g!730843 

213 

6.0e-17 

149 

14 

HYPOTHETICAL 17.1 KD PROTEIN IN SIP3-MRPL30 INTERGENIC 
REGION >gi|2131945|pir| IS63228 hypothetical protein YNL255c 
- yeast (Saccharomyces cerevisiae) 

>gi| 1255963|emb|CAA65489| (X96722) ORF N0852 [Saccharomyces 
cerevisiae] >gi 1 1302303 1 emb | CAA96162 | (Z71531) ORF YNL255c 
[Saccharomyces cerevisiae] 

197426 

31274JL.R1039 

LIB3196-037-P1-M1-D8 

BLASTX 

g2944446 

1125 

1.0e-123 

247 

83 

(AF050756) cysteine endopeptidase precursor [Ricinus 
communis] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197427 

31283_1.R1039 

LIB314 9-021-Q1-K1-H12 

197428 

31292JL.R1039 
LIB3148-012-Q1-K1-D5 

197429 

31305_1.R1039 

LIB3272-014-P1-K1-B9 

BLASTX 

g3492806 

1099 

1.0e-120 

291 

73 

(AJ225045) 
domestica] 



adventitious rooting related oxygenase [Malus 



26641 



# 



Seq. No. 

Contig ID 
. 5 1 -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



197430 

31342_2.R1039 
uC-gsflmaxxa089f05bl 

197431 

31354JL.R1039 

LIB3148-023-Q1-K1-A7 

BLASTN 

gl871173 

49 

3.0e-18 

237 
86 

Arabidopsis thaliana chromosome II BAC T06D20 genomic 
sequence, complete sequence 

197432 

31366_1.R1039 

g5047303 

BLASTX 

gl871196 

729 

3.0e-77 

164 

85 

(U90439) GMP kinase isolog [Arabidopsis thaliana] 

>gi | 2335091 (AC002339) putative GMP kinase [Arabidopsis 

thaliana] 

197433 

31370JL.R1039 

LIB3148-013-Q1-K1-D4 

BLASTX 

g2245030 

426 

1.0e-41 

172 
56 

(Z97341) apetala2 domain TINY homolog [Arabidopsis 
thaliana] 

197434 

31373_2.R1039 
uC-gsflnu33B091d01bl 

197435 

31377__1.R1039 
LIB3166-005-P1-K1-C4 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



197436 

31378_1.R1039 

LIB3148-044-Q1-K1-C7 

BLASTX 

g231509 

342 

4.0e-45 



26642 



Match length 

% identity 

NCBI Description 



114 

72 - 

ACT IN DE POLYMERIZING FACTOR (ADF) >gi | 4 1 9809 | pir | | S30 935 
actin-depolymerizing factor - trumpet lily 
>gi|22748|emb|CAA78483| (Z14110) actin depolymerizing 
factor [Lilium longiflorum] 



Seq. No. 


1 Q7 /! OT 


Contig ID 




5 '-most EST 


LIB3197-015-P1-M1-G2 


Method 


BLASTX 


NCBI GI 


goyi4oo o 


BLAST score 


l/o 


E value 


O O ~ "TO 

8 . Qe-13 


Match length 


/ / 


% identity 


4 o 

ALLERGEN MF1 >gi | 344o4yU j OJDJ \ bAAoZ4oo | (AtJUllo U--1 ; JYlr J. 


NCBI Description 




[Malassezia furfur] 


Seq, No. 


ly /4 Jo 


Contig ID 


31385 1.R1039 


5 '-most EST 


uC-gsflnu33B015b02bl 


Seq. No. 


197439 


Contig ID 


31405 1.R1039 


5' -most EST 


LIB318 9-051-P1-K1-B8 


Method 


BLASTX 


NCBI GI 


g3790359 


BLAST score 


196 


E value 


7.0e-15 


Match length 


67 


% identity 


55 


NCBI Description 


(AB013359) DPM2 [Rattus norvegicus] 


Seq. No. 


197440 


Contig ID 


31406_1 . R1039 


5' -most EST 


LIB3148-013-Q1-K1-H10 


Seq. No. 


197441 


Contig ID 


31413 1.R1U39 


5 '-most EST 


LIB314o-U13-Q1-K1-Hd 


Method 


BLASTX 


NCBI GI 


g3548801 


BLAST score 


I/O 

143 


E value 


7.0e-09 


Match length 


66 


% identity 


39 


NCBI Description 


(AC005313) putative transmembrane protein [Arabidopsis 




thaliana] >gi I 4335768 I gb | AAD17445 I (AC006284) putative 




integral membrane protein [Arabidopsis thaliana] 


Seq. No. 


197442 


Contig ID 


31442 1.R1039 


5' -most EST 


LIB318 9-051-P1-K1-E2 


Method 


BLASTN 


NCBI GI 


gl67346 


BLAST score 


51 



26643 



1 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-19 

202 

85 

Gossypium hirsutum Lea5-A late embryogenesis-abundant 
protein (Lea5-A) gene f complete cds 

197443 

31463__1.R1039 

LIB3148-014-Q1-K1-F6 

BLASTX 

g477280 

230 

8.0e-19 

57 

70 

mitochondrial processing peptidase (EC 3.4.99.41) 55K 
protein precursor - potato >gi | 410633 | bbs | 136740 cytochrome 
c reductase-processing peptidase subunit I, MPP subunit I, 
P55 [potatoes, var. Marfona, tuber, Peptide Mitochondrial, 
534 aa] 



Seq. No. 
Contig ID 
5 '-most EST 



197444 

31481JL.R1039 
LIB3166-025-P1-K1-F3 



Seq. No. 
Contig ID 
5* -most EST 



197445 

31487_1.R1039 
LIB3148-015-Q1-K1-A8 



Seq. No. 
Contig ID 
5 '-most EST 



197446 

31488JL.R1039 
LIB3165-060-Q1-K1-C12 



Seq. No. 
Contig ID 
5' -most EST 



197447 

31517_1.R1039 
LIB3148-015-Q1-K1-E10 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197448 

31525_1.R1039 

LIB3148-015-Q1-K1-E8 

BLASTX 

g!30600 

466 

4.0e-65 

201 

62 

ENZYMATIC POLYPROTEIN [CONTAINS: ASPARTIC PROTEASE ; 
ENDONUCLEASE; REVERSE TRANSCRIPTASE ] >gi | 7 6782 | pir | | S01283 
hypothetical protein 5 - figwort mosaic virus 
>gi|58813|emb|CAA29527| (X06166) ORF V (AA 1-666) [Figwort 
mosaic virus] 



Seq. No. 
Contig ID 
5' -most EST 



197449 

31527JL.R1039 
LIB3148-015-Q1-K1-F1 



Seq. No. 



197450 



26644 



Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



31539_1.R1039 
uC-gsflnu33B143f09bl 

197451 

31545JL.R1039 
LIB3148-015-Q1-K1-H11 

197452 

31553JL.R1039 
uC-gsronu33B016d06bl 

197453 

31562_1.R1039 
uC-gsronu33B082e08bl 

197454 

31570_1.R1039 

g5047296 

BLASTX 

g4056480 

640 

2.0e-66 

210 

61 

(AC005896) putative adenylate kinase [Arabidopsis thaliana] 
197455 

31570_2.R1039 

g5050876 

BLASTX 

g4056480 

293 

2.0e-26 

77 

70 

(AC005896) putative adenylate kinase [Arabidopsis thaliana] 
197456 

31576_1.R1039 

uC-gsflmaxxa048d07bl 

BLASTX 

g730217 

270 

3.0e-24 

101 

57 

ORNITHINE AMINOTRANSFERASE (ORNITHINE — OXO-ACID 
AMINOTRANSFERASE) >gi | 550311 i emb | CAA57 398 | (X81802) 
ornithine< aminotransferase [Bacillus subtilis] 
>git 1064807 | dbj |BAA11293| (D78193) orthinine 
aminotransferase [Bacillus subtilis] 
>gi|2636581|emb|CAB16071| (Z99124) ornithine 
aminotransferase [Bacillus subtilis] 

197457 

31595_1.R1039 
uC-gsronu33B110h09bl 



26645 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4455276 

474 

2.0e-47 

122 

72 

(AL035527) 
thaliana] 



peptide transporter-like protein [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



197458 

31599_1.R1039 

g5048186 

BLASTX 

g4406820 

590 

7.0e-61 

173 

71 

(AC006201) putative ras superf amily member [Arabidopsis 
thaliana] 

197459 

31652_1.R1039 

LIB3148-017-Q1-K1-C1 

BLASTX 

g3879792 

166 

2.0e-ll 

83 
47 

(Z81120) similar to Ank repeat; cDNA EST yk400cl2.5 comes 
from this gene; cDNA EST EMBL:D75223 comes from this gene 
cDNA EST yk400cl2.3 comes from this gene [Caenorhabditis 
elegans] 

197460 

31657_1.R1039 

uC-gs f ImaxxaO 0 IdO lbl 

BLASTX 

g4056432 

1574 

1.0e-176 

424 

67 

(AC005990) Similar to gi 12245014 glucosyltransf erase 
homolog from Arabidopsis thaliana chromosome 4 contig 
gb|Z97341. ESTs gb[T20778 and gb|AA586281 come from this 
gene. [Arabidopsis thaliana] 

197461 

31667J..R1039 

LIB3148-017-Q1-K1-D8 

BLASTX 

gl076511 

801 

8.0e-86 
188 



26646 



% identity 

NCBI Description 



80 

H+- transporting ATPase (EC 3.6.1.35) - kidney bean 

>gi I 758250 |emb|CAA59799| (X85804) H (+) -transporting ATPase 

[Phaseolus vulgaris] 



Seq. No. 


197462 


oontig id 




o —most hoi 


XjX.dJX4o — UX /— yi i\X — b4 


Method 


BLASTX 


NCBI GI 


g2392025 


Diii\oi score 


O XZ 


E value 


o . ue— o / 


Matcn iengt.n 


Xb / 


% identity 


Q Q 
OO 


NCBI Description 


^Uou4ZUJ SLiOIIlal aSCOrijaue peiOXluaDc LOUUUZJJlL.a, op . J 


Seq. No. 


xy / 4 bo 


uonuig id 


ox/ux i .Kiuoy 


o most xiio i 


nP-Aorrinn^^Hni 1 -PI OKI 

ysronujjDU x x r xujjx 


Seq. No. 


xy / 4 04 


Contig ID 


31710 1.R1039 


5' -most EST 


LIB3148-058-Q1-K1-G2 


Method 


BLASTX 


NCBI GI 


goyz4 bio 


BLAST score 


313 


E value 


2 . Oe-28 


Matcn length 


Xzo 


% identity 


48 


NCBI Description 


(AF069442) hypothetical protein [Arabidopsis thaliana] 




>gx 1 4zb odIZ \ go 1 aaxjxdo Jo i (ACUU4U44) nypotneticai protein 




[Arabidopsis thaliana] 


Seq. No. 


197465 


Contig ID 


31714_1.R1039 


C f . 4_ prim 

d * -most EST 


LIBJX4 y-U4y-£)i-Ki-Go 


Method 


BLASTN 


NCBI bl 


gz / dux do 


BLAST score 


34 


E value 


z . ue-uy 


Match length 


87 


% identity 


92 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 




MEE6, complete sequence [Arabidopsis thaliana] 


Seq. No. 


197466 


Contig ID 


31729 1.R1039 


5' -most EST 


uC-gsflnu33Blllb08bl 


Method 


BLASTX 


NCBI GI 


g585337 


BLAST score 


604 


E value 


1.0e-62 


Match length 


159 


% identity 


75 


NCBI Description 


ADENYLATE KINASE A (ATP- AMP TRANSPHOSPHORYLASE) 



>gi|391877|dbj IBAA01180I (D10334) adenylate kinase-a [Oryza 
sativa] 



26647 



Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197467 

31750_1.R1039 

g5047790 

BLASTX 

g3540181 

513 

9.0e-52 

240 

47 

(AC004122) Unknown protein 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197468 

31766_1.R1039 

g5047276 

BLASTX 

g3128194 

734 

8.0e-78 

223 
66 

(AC004521) putative heme A: farnesyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



197469 

31772_1.R1039 
LIB3189-047-P1-K1-C3 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197470 

31791_1.R1039 

LIB3148-019-Q1-K1-D10 

BLASTX 

g4510389 

763 

3.0e-81 

225 
67 

(AC007017) 
thaliana] 



putative solute carrier protein [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197471 

31792_1.R1039 

uC-gsflmaxxa042h09bl 

BLASTX 

g3482910 

272 

6.0e-37 

103 

63 

(AC003970) 
gi I 537404 



Similar to rice water stress induced protein 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



197472 

31809_1.R1039 

LIB3148-019-Q1-K1-F12 

BLASTX 

g4388834 



26648 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169 

7.0e-12 

134 

11 

(AC006528) putative disease resistance protein RPP1, 3 1 
partial [Arabidopsis thaliana] 



beg. no. 


X J f *± f o 


Contig ID 


31824 1.R1039 


5 '-most EST 


LIB3148-023-Q1-K1-B1 


Seq. No. 


1 AHA 

± y / 4 / 4 


Contig ID 


31831 1.R1039 


5' -most EST 


LIB3196-041-P1-M1-G6 


Method 


nljiio 1 A 


\TpnT pr 


rrOl £R9 A A 


BLAST score 


4 Jo 


E value 


x . ue— 4/ 


Matcn lengtn 


1 TO 

1 / u 


% identity 


ol 


NCBI Description 


(YlzoU/) xnveruase mniDitor nomoxog [Hxaoxaop^ 


Seq. No. 


±y / 4 Id 


Contig ID 


31839 1.R1039 


5' -most EST 


g5048372 


Seq. No. 


ly /4 /o 


Contig ID 


31840 1.R1039 


5 1 -most EST 


LIB3148-020-Q1-K1-A7 


Method 


BXjASTX 


NCBI GI 


g24 oJou y 


BLAST score 


216 


E value 


z . ue— i / 


Matcn lengtn 


Q T 


% identity 




NCBI Description 


(Y09541) pectate lyase [Zinnia elegans] 


Seq. No. 


197477 


Contig ID 


31843 1.R1039 


5' -most EST 


LIB3148-034-Q1-K1-A5 


Method 


BLASTN 


NCBI GI 


g3449312 


BLAST score 


36 


E value 


1.0e-10 


Match length 


72 


% identity 


97 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, 



K16L22, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



197478 

31846_1.R1039 

LIB3148-020-Q1-K1-B12 

BLASTX 

g3915845 

309 

5.0e-28 
124 



26649 



% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No* 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



52 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S9 

>gi|3603065|gb|AAC35726| (AF041468) ribosomal protein S9 
[Guillardia theta] 

197479 

31848JL.R1039 
LIB3148-020-Q1-K1-B4 

197480 

31850JL.R1039 

LIB3166-032-P1-K1-F3 

BLASTX 

g3702339 

215 

2.0e-17 

89 

48 

(AC005397) unknown protein [Arabidopsis thaliana] 
197481 

31855JL.R1039 

uC-gsronu33B050e03bl 

BLASTN 

g3821780 

35 

5.0e-10 

36 

60 

Xenopus laevis cDNA clone 27A6-1 
197482 

31869_1.R1039 

LIB3197-002-P1-M1-H2 

BLASTX 

g3088333 

187 

2.0e-13 

196 

31 

(D86951) CYP3A31 [Mesocricetus auratus] 
197483 

31871_1.R1039 

uC-gsronu33B028b04bl 

BLASTX 

g2288981 

482 

3.0e-48 

166 

60 

(AC002335) calcium binding protein isolog [Arabidopsis 
thaliana] >gi 13763938 (AC004450) putative calcium binding 
protein [Arabidopsis thaliana] 

197484 

31879 1.R1039 



26650 



5' -most EST 



LIB3272-050-P1-K1-D11 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197485 

31890JL.R1039 

LIB3196-050-P1-M1-B9 

BLASTX 

g2739383 

1012 

1.0e-110 

297 

69 

(AC002505) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197486 

31895_1.R1039 

LIB3197-043-Q1-M1-G1 

BLASTX 

g4432830 

712 

3.0e-75 

240 

61 

(AC006283) similar to pheromone receptor deficient mutant 
[Arabidopsis thaliana] 



Seq. No. 


197487 


Contig ID 


31900 2.RlUo9 


5 '-most EST 


LIB3149-04 9-Q1-K1-H6 


Seq. No. 


197488 


Contig ID 


31905_1.R1039 


5 '-most EST 


uC-gsflmaxxa011bl2bl 


Seq. No. 


197489 


Contig ID 


31909 1.R1039 


5 '-most EST 


uC-gsronu33B126a09bl 


Method 


BLASTX 


NCBI GI 


g4544412 


BLAST score 


241 


E value 


5.0e-20 


Match length 


116 


% identity 


39 


NCBI Description 


(AC006955) hypothetic 


Seq. No. 


197490 


Contig ID 


31911 1.R1039 


5' -most EST 


LIB3148-021-Q1-K1-A7 


Seq. No. 


197491 


Contig ID 


31912 1.R1039 


5 '-most EST 


LIB3166-051-P1-K1-H7 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


6.0e-ll 


Match length 


36 


% identity 


100 



26651 



NCBI Description Xenopus laevis cDNA clone 27A6-1 



Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197492 

31916JL.R1039 
LIB3148-021-Q1-K1-B11 

197493 

31923JL.R1039 

uC-gsflmaxxa028a05bl 

BLASTX 

gl040877 

377 

3.0e-36 

96 

73 

(U30460) expansin S2 precursor [Cucumis sativus] 
197494 

31934_1.R1039 

LIB3148-021-Q1-K1-D10 

BLASTX 

g3335353 

186 

4.0e-14 
93 
43 

(AC004512) 
thaliana. 



Similar to cytochrome P450 gb 1X90458 from A. 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 



197495 

31946_1.R1039 

uC-gsflnu33B056hl0bl 

BLASTX 

g4432841 

350 

8.0e-33 

150 

55 

(AC006283) hypothetical protein [Arabidopsis thaliana] 
197496 

31951_1.R1039 

uC-gsflnu33B057fl2bl 

BLASTX 

g2914701 

306 

1.0e-27 

119 

49 

(AC003974) putative cytochrome b5 [Arabidopsis thaliana] 
197497 

31956_2.R1039 
uC-gsflmaxxa04 6h03bl 

197498 

31966 1.R1039 



26652 



O IUOSL. SLiO I 


T.TR^I 4ft-0?1 -01 -TCI -G9 




DlxriO 1 A 


NCBI GI 


gl743009 


BLAST score 


1322 


Hi Value 


1 . Uc 140 


Match length 


9ft Q 

zo y 


% identity 


87 


NCBI Description 


(Y10036) SNFl-related protein kinase [Cucumis sativus; 


beq. wo. 


i y / 4 y y 


uonnxg 1U 




o — most hoi 


1j1d314 o — UZ1— yi— i\l no 


Seq. No. 




Lonrig lu 


oiy/o i.Kiuoy 


0 III OS L HiOl 




i v ie inoci 


DJ_ii-iO 1 A 


NCBI GI 


g3033397 


BLAST score 


557 


E value • 


o . ue 3 / 


Matcii iengtn 


lib 


% identity 


89 


NCBI Description 


(AC004238) unknown protein [Arabidopsis thaliana] 


Seq. No. 


1 y / oUl 


Contig ID 


oiyy/ i.Kiujy 


d -most EbT 


Llbolo y _ U41-rl— i\l-U4 


Seq. No. 


iy /OUZ 


Contig ID 


01 fifll O Til f\ O ft 

oiyy/ z.Kiujy 


o -most boi 


lilooZ /Z — UOC5 rl — Al — r 1 


Method 


tSltAb 1 A 


NCBI GI 


g2950478 


BLAST score 


311 


E value 


z . ue z o 


Match length 


1 9Q 
1Z0 


% identity 


4 y 


NCBI Description 


(ALUzzu/U) nypotinericai protein L^cnizosaccnaromyces 


Seq. No. 


i mem 


Contxg ID 


Jzuuo i . Riu j y 


o -most Ebl 


gou4 / 4 / U 


Method 


Di_iAO 1 JN 


NCBI CjI 


gi4oZUo / 


BLAST score 


53 


E value 


1.0e-20 


Match length 


iy y 


% identity 




NCBI Description 


Petroselinum crispum DNA-binding protein WRKY2 mRNA f 




partial cds 




X ^ / J u *± 


Contig ID 


32006 1.R1039 


5 '-most EST 


LIB3148-022-Q1-K1-C7 


Seq. No. 


197505 


Contig ID 


32009_1.R1039 



26653 



5' -most EST 



LIB3148-047-Q1-K1-G7 





197506 


Pnnl' i rr TV) 
\^<JIL 1 — i_y J. u 


19014 1 R1039 




T TR^lTft-D99-m -K1 -F1 0 


Method 


BLASTX 


NCBI GI 


gl781299 


DT 7\ CT 1 c/^r^va 


z. z, z. 


E value 


4 . ue 10 






% identity 




T\Tf' , 'RT Rqcpti t-H — i pin 
LNODX UtioOXXpi — LUX1 


/YDQ^rifi^ +■ T*^n <?"Fnr*TTi^"r— ri honnpl PODrnfPi n ["Nicotiana 

\ I v^/ J v U ^ L. -L CLl 1 0 J_ \J J- lUCI JL O J- v J — LJJvllUvXCU^i. w L. w -L. 11 LlNJ.UVL.xoiia 








197507 




32024 1 R1039 


5' -most EST 


uC-gsronu33Blllgllbl 


Method 


BLASTX 


MPRT (IT 


rrl 4^091 

yj.1*J*JUZ.-L 


"DT ACT o a a vci 

i5j_ii\o ± score 


14 6 

X~i O 


E value 


5.0e-17 


Match length 


122 


% identity 


JJ 


jnudi L>e scrip Lion 


\U£KjD f D ) ULNrl JJXI.lU.Xliy piUL-clIl J_ L>a.UL*U.o UdiUtaj 


beg- wo. 


li7/0Uo 


contig iu 


qofi/iQ 1 tjl n *3 Q 

jZU^o i.Kiujy 


o —most liibi 


uu gsironuj jDUDueuxDx 


beq* wo. 


1 Q7 Rfi Q 


Contig ID 




C f ™. — 4- TOT 1 

o -most tbi 


gDU4 0U4 0 


Metnoa 


rsliAblA 




g^i oiJOi 


"DT 2\ CT <-i ^ a n» a 

tsiiiibi score 


1 £6 
X DO 


E value 


2.0e-ll 


Match length 


124 


^ xuentity 


J o 


uescripi-ion 


outexr erivexufje TL>xuL.exxi uiufjz.^/ uniuiupiaoL. syiiiauii 




>gi 1 1076265 |pir|| S46542 chloroplast outer envelope 2 




protein - spinach >gi | 414200 | emb | CAA53243 | (X75563) 




r^Vi T a yAn 1 — i o "H at n +■ a -y* or\T7a 1 Ay\ a Q A Xr "P| nyrtfoi n / atti a y ^ \ fCn 
CfllOiOpiaSL OUtcl GriVSXOpe e. 1 * FLU pXULtJXIi ^vJILLpz.*±y L*^p 




oleracea] 


Seq. No. 


197510 


Lonticj id 




o most. JLOi 


y bi uiiuo jdi u oy x xjjx 


Seq. No. 


iy /oil 


V^UXlCiy XU 




5 '-most EST 


LIB3149-021-Q1-K1-G4 


Seq. No. 


197512 


Contig ID 


32089 1.R1039 


5' -most EST 


g5048491 


Method 


BLASTX 


NCBI GI 


g4204297 



26654 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



370 

5.0e-35 

296 

33 

(AC003027) ADK1 [Arabidopsis thaliana] 
197513 

32104JL.R1039 

g5044882 

BLASTX 

g3046693 

727 

5.0e-77 

140 

91 

(AL022140) receptor like protein (fragment) [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



197514 

32133_1.R1039 
LIB3197-005-P1-M1-H12 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



197515 

32137J..R1039 

g5044801 

BLASTX 

g3915186 

331 

1.0e-30 

147 

46 

UBIQUITIN-CONJUGATING ENZYME E2-21 KD (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) (PEROXIN-4) >gi 13128447 

(AF061604) ubiquit in-conjugating enzyme homolog peroxin 4 

[Pichia angusta] 

197516 

32154_1.R1039 
LIB3148-032-Q1-K1-F8 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197517 

32167J..R1039 

LIB3148-024-Q1-K1-F1 

BLASTX 

g4455323 

483 

2.0e-48 

152 

63 

(AL035525) aminopeptidase-like protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



197518 

32168JL.R1039 
LIB3148-024-Q1-K1-F10 



Seq. No. 



197519 



26655 



Contig ID 
5 '-most EST 



32170J..R1039 
LIB3148-024-Q1-K1-F12 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



197520 

32177_1.R1039 

LIB3148-024-Q1-K1-G11 

BLASTX 

g3046700 

644 

3.0e-67 

233 
60 

(AJ005261) cytidine deaminase [Arabidopsis thaliana] 
>gi|3093276|emb|CAA06671| (AJ005687) cytidine deaminase 
[Arabidopsis thaliana] >gi 14191787 (AC005917) putative 
cytidine deaminase [Arabidopsis thaliana] 

197521 

32183_1.R1039 
uC-gsronu33B157e05bl 

197522 

32185_1.R1039 

uC-gsflnu33B143h08bl 

BLASTX 

gl346766 

379 

5.0e-36 

257 

36 

26S PROTEASOME REGULATORY SUBUNIT S14 (P31) 
>gi|1362741|pir||S56108 multicatalytic endopeptidase 
complex (EC 3.4.99.46) regulatory chain 31 - human 
>gi | 1037164 | db j |BAA07237| (D38047) 26S proteasome subunit 
p31 [Homo sapiens] >gi 13702282 (AC005789) PP31_HUMAN [Homo 
sapiens] >gi | 4506233 | ref| NP_002803 . 1 | pPSMD8 | proteasome 
(prosome, macropain) 26S subunit, non-ATPase, 

197523 

32197_1.R1039 
uC-gsflnu33B050b03bl 

197524 

32200_1.R1039 

LIB3166-017-P1-K1-B1 

BLASTX 

g2194124 

588 

6.0e-61 

153 
73 

(AC002062) Similar to Glycine metalloendoproteinase 
(gb|U63725). [Arabidopsis thaliana] 

197525 

32207_1.R1039 
uC-gsflnu33B140d08bl 



26656 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g485808 

32 

1.0e-08 

56 

89 

Populus kitakamiensis gene for phenylalanine ammonia-lyase, 
complete cds, clone palgl 



Seq. No. 


1 Q"7 RO^ 


concig Lu 


^9999 1 Pin^Q 


o -most tibl 


UL/ ysiinujOJju jjuu /jji 


Method 


rSLiiol A 


NLbl (j± 


gi / u / f± o u 


BLAST score 




E value 


2.0e-31 


Match length 


184 


% identity 


/i n 
4U 


NCBI Description 


(xUobl4y UKIMI |_*iomo sapiens j 


Seq. NO. 


197527 


Contig ID 


32224 l.RlUJy 


5' -most EST 


LIB3148-025-Q1-K1-D8 


Method 


BLASTX 


NCBI GI 


g3549670 


BLAST score 


OCT 


E value 


4 . Oe-22 


Match length 


66 


% identity 


/ U 


NCBI Description 


( ALUoloy 4 ) putative protein L-^raoiaopsis L.xiaxiciiiaj 


Seq. No. 


197528 


Contig ID 


o^z4y l.KlUoy 


5 -most EST 




Seq. No. 


197529 


Contig ID 


JZZjU 1 . K1U o)y 


5 '-most EST 


LIBoloy-U4o— Fl— J\l— riZ 


Method 


BLASTX 


NCBI GI 


goUoo / U4 


BLAST score 


619 


E value 


1. Oe-64 


Match length 


149 


% identity 


79 


NCBI Description 


(AF049236) unknown [Arabidopsis thaliana] 


Seq. No. 


197530 


Contig ID 


32259 1.R1039 


5' -most EST 


LIB3148-045-Q1-K1-D3 


Method 


BLASTX 


NCBI GI 


g303732 


BLAST score 


166 


E value 


1.0e-ll 


Match length 


34 


% identity 


88 


NCBI Description 


(D12549) GTP-binding protein [Pisum sativum] 


>gi| 738941 Iprf | I2001457J GTP-binding protein [Pisum 



26657 



sativum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



197531 

32263JL.R1039 

uC-gsflmaxxa048e07bl 

BLASTX 

gl621268 

225 

1.0e-18 

60 

72 

(Z81012) unknown [Ricinus communis] 
197532 

32265_1.R1039 

LIB3149-017-Q1-K1-H7 

BLASTX 

g3201541 

524 

2.0e-53 

113 

85 

(AJ005077) TCTR2 protein [Lycopersicon esculentum] 
197533 

32275_1.R1039 

LIB3148-026-Q1-K1-B2 

BLASTX 

gl363487 

471 

4.0e-47 

98 

91 

IAA7 protein - Arabidopsis thaliana >gi 1972917 (U18409) 
IAA7 [Arabidopsis thaliana] 

197534 

32280JL.R1039 
LIB3148-026-Q1-K1-C4 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197535 

32281_1.R1039 

g5045366 

BLASTX 

g3559805 

240 

5.0e-20 

51 

80 

(AJ006787) putative phytochelatin synthetase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 1 -most EST 
Method 
NCBI GI 



197536 

32294_1.R1039 

LIB3148-026-Q1-K1-D3 

BLASTX 

g!483150 



26658 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



949 

1.0e-103 

216 ' 
80 

(D84417) monodehydroascorbate reductase [Arabidopsis 
thaliana] 



oeq* jno • 


xy / oo / 


oontig id 




0 — most hoi 


LlDjlflo uzo yi J\l r 1U 


T\Ar*\ -f- V\ /"\ /"J 

jxie inou 


OJ_iri.o 1 A 


NLdI bl 


g jo 4 u io i 


BLAST score 


zu y 


Jii vaiue 




Match length 


1 1 £. 


% identity 


ft j 


NCBI Description 


(AC004122) Unknown protein [Arabidopsis thali 


Seq. No. 


iy / OOC5 


Contig ID 


jzjuy l.RlUJy 


5' -most EST 


T TTi *D 1 A O ACH TV"! o i 

118014,0-00 /-QI-K1-B1 


Method 


BLASTX 


NCBI bl 




BLAST score 


704 


E value 


3 . Oe-74 


Match length 


iyo 


% identity 


68 


NCBI Description 


(AC004411) putative anion exchange protein 3 




thaliana] 


Seq. No. 


ly /ooy 


Contig ID 


32335 1.R1039 


5 T -most EST 


LIB318 9-04 6-P1-K1-B12 


Method 




NCBI GI 


g4ob / zoo 


BLAST score 


O / 0 


E value 


^ . ue-oi 


Match length 


1/1 


% identity 


•~* 1-1 

/ / 


NCBI Description 


(ALUUoo4i; nypocueticai protein L/iraoiaopsis 


Seq. No. 


iy /04U 


Contig ID 


32346 1.R1039 


5 '-most EST 


uC-gsronu33B044ellbl 


Seq. No. 


197541 


Contig ID 


32351 1.R1039 


5 '-most EST 


uC-gsronu33B079c06bl 


Method 


BLASTX 


NCBI GI 


g4115377 


BLAST score 


557 


E value 


4.0e-57 


Match length 


154 


% identity 


68 


NCBI Description 


(AC005967) unknown protein [Arabidopsis thai 


Seq. No. 


197542 



[Arabidopsis 



26659 



Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



32354JL.R1039 
uC-gsronu33B087e09bl 

197543 

32364JL.R1039 

LIB3148-027-Q1-K1-E12 

BLASTX 

g2832683 

542 

3.0e-55 

148 

68 

(AL021712) putative protein [Arabidopsis thaliana] 
197544 

32365_1.R1039 
uC-gsflnu33B100b03bl 

197545 

32371 1.R1039 
LIB3166-022-P1-K1-B12 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



197546 

3239CM..R1039 
LIB3148-044-Q1-K1-D5 

197547 

32400_1.R1039 

LIB3148-028-Q1-K1-A11 

BLASTX 

g2462759 

360 

4.0e-34 

74 

85 

(AC002292) Putative Cytochrome B5 [Arabidopsis thaliana] 
197548 

32403_1.R1039 
uC-gsronu33B058f04bl 

197549 

32410_1.R1039 
g5047001 

197550 

32439_1.R1039 
LIB3272-015-P1-K1-G11 



Seq. No. 
Contig ID 
5' -most EST 



197551 

32446_1.R1039 
LIB3196-034-P1-M1-C7 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



197552 

32451JL.R1039 

g5048080 

BLASTX 



26660 



NCBI GI 


g3402672 


BLAST score 


1041 


XL value 


J- . U fc! X J- r± 


Match length 


O "7 Q 

z / y 


% identity 


/ O 


NCBI Description 




Seq. No. 


i r r *3 

iy / odo 


Contig ID 


JZQdj l.KlUoy 


o — most hbi 


lilb.314 o ~UZo— yi ix.1 r 11 


Mernoa 


DliiiO i A 


NCBI GI 


g4558678 


BLAST score 


213 


E value 


£ Ho— 1 7 

d . ue 1 / 


Match lengtn 


an 
o / 


% identity 


R R 
DO 


NCBI Description 


\AoUUdOoo j unKnown protein [^.j_ciijxu.up&xiD Liici.L-Lei.ua. j 


Seq. No. 


1 QH R R / 

iy / oD4 


Contig ID 


oz4ol l.KlUoy 


C f .moof T7 Q rp 

0 IuOSu DOl 


liJL.DOl'iO u^o I\l Ul 


Method 


£5liR.O 1 A 


NCBI GI 


gl781330 


BLAST score 


204 


E value 


4 . ue— 1 b 


Match length 


o4 


% identity 


c 0 
00 


NCBI Description 


(Y10466) peroxidase [Spinacia oleracea] 


Seq. No. 


197555 


Contig ID 


324 64 1 . RlOJy 


5 -most EST 


LI Bo 14 o-Uio-yi-l\l-b4 


Method 


DiiAol A 


NCBI GI 


g4 lool4 b 


BLAST score 


297 


E value 


3.0e-54 


Match length 


1 A C\ 

14 U 


% identity 




NCBI Description 


(ACUUO/Z4; puxative xyiogiucan enoonransgiycosyiase 




[Arabidopsis thaliana] 


Seq. No. 


iy /ooo 


Contig ID 


J2oUy i.Riujy 


o —most bbi 


lilr>ol4 o — U^y yi J\l — v^y 


Metnoa 


DT TiO rpv 


NCBI GI 


g2244835 


BLAST score 


559 


E value 


1 . ue-o / 


Match lengtn 


llo 


% identity 


80 


NCBI Description 


(Z97337) protein kinase homolog [Arabidopsis thaliana] 


Seq. No. 


197557 


Contig ID 


32522 2.R1039 


5 '-most EST 


LIB3189-036-P1-K1-D5 



Seq. No. 197558 



26661 



Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



32536JL.R1039 
uC-gsronu33B146bl0bl 

197559 

32537JL.R1039 

g5044726 

BLASTX 

gl669655 

692 

1.0e-72 

211 
63 

(X95962) CER3 [Arabidopsis thaliana] 
197560 

32537_2.R1039 

uC-gsflnu33B022h05bl 

BLASTX 

g!669655 

159 

2.0e-10 

38 
87 

(X95962) CER3 [Arabidopsis thaliana] 
197561 

32541_1.R1039 

LIB3165-014-P1-K1-F5 

BLASTX 

gl563719 

771 

4.0e-82 

171 

83 

(Y08320) cyclophylin [Digitalis lanata] 
197562 

32551_1.R1039 
LIB3149-002-P1-K2-E3 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197563 
32553_1 
LIB3148 
BLASTX 
g3152606 
391 

1.0e-37 

168 

52 

(AC004482) 
thaliana] 



R1039 

029-Q1-K1-G9 



putative ring zinc finger protein [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



197564 

32576JL.R1039 

LIB3189-006-P1-K1-D12 

BLASTX 

g4406781 



26662 



BLAST score 


197 


E value 


4.0e-15 


Match, length. 


1 ^9 


% identity 


A £ 

40 


NCBI Description 


(AuUUoo^Z) putative Na-r/n-r 




tnaiianaj 


Seq. No. 


±y /ooo 


Contig ID 


jzo / y i . Kiu jy 


0 — HlOSu hjbl 


I1I00 1DO U4j rl J\l £jO 




DJ_iJ-iO 1 A 


NCBI GI 


g2654868 


BLAST score 


154 


E value 


1 . ue— iz 


Match length 


CO 


% identity 


/ / 


NCBI Description 


/TlTTTi"! COOT \ DUaU7\«1 A O r 7\ ■» 1 V-s 

(AFUlooul) RDOnApluo L^rSDi 


Seq. No. 


1 y / ooo 


Contig ID 


oZoUZ i.RiUoy 


c i _ i. t? am 
0 ITIOS u rjbl 


LlDjl*tO U jU yl JaI 


^ * 4- 1~ /-v. r-J 

Metnoa 


DT ZV CTY 


NCBI GI 


gl916290 


BLAST score 


186 


E value 


y . ue-14 


Match length 


55 


% identity 


62 


NCBI Description 


(U89876) ALY [Mus mus cuius] 


beq. No. 


iy / 00 / 


Contig ID 


32605 1.R1039 


5 '-most EST 


LIB3149-022-Q1-K1-H6 


Seq. No. 


iy /ooo 


Contig ID 


32609 1.R1039 


5' -most EST 


LIB3166-058-P1-K1-F9 


beq. no. 


1 y / ooy 


Contig ID 


ozolo l.Rluoy 


o 1 -most EST 


uL-gsronuooEsi JoDiUDi 


Seq. No. 


iy /o /u 


Contig ID 


ozolo l.RlUJy 


c ■ _ 4. E'en 1 


LsLn .3 14 0 — U jU- yl Jxl— c Z 


Method 


BLASTX 


NCBI GI 


g3786008 


BLAST score 


486 


E value 


1 . Ue-4o 


Match length 


1 0 1 
lb / 


% identity 


54 


NCBI Description 


(AC005499) unknown protein 


Seq. No. 


197571 


Contig ID 


32644 1.R1039 


5 '-most EST 


LIB3148-031-Q1-K1-A6 


Method 


BLASTX 


NCBI GI 


g4539305 



26663 



BLAST score 


284 


E value 


l.Uc ft L ± 


Maucn lengin 


Xfi O 


% identity 


61 


NCBI Description 


(AL049480) putative protein [Arabidopsis thaliana] 


Seq. No. 


±y / o / z 






o mos l Hjoi 


U\^ gs iinujjjji^ ocjixuij j. 


beq. no. 


1 Q*7 ^ 


j-v vs 4* 4 "T 

conrig 


OZOoU I.KIUjj 


0 — IROSu HjO 1 


gouftou i?u 


Method 


DLiiiO 1 A 


NCBI GI 


g2633727 


BLAST score 


188 


E value 




Match, length 




« identity 


OZ 


NCBI Description 




Seq. No. 




Contig ID 




o — most sLoi 


LlDjlfio UjI M Eij 


Method 


BLASTX 






BLAST score 


181 


E value 


2.0e-13 


Match length 


61 


% identity 


51 


NCBI Description 


G I BBERELL IN- REGULATED PROTEIN 3 PRECURSOR 



>gi|2129590|pir| IS60231 GAST1 protein homolog (clone GASA3) 
- Arabidopsis thaliana >gi 1887935 (U117 64) GAST1 protein 
homolog [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



197575 

32698JL.R1039 
uC-gsflnu33B115a07bl 

197576 

32707JL.R1039 

LIB3189-015-P1-K1-G8 

BLASTN 

g4337024 

37 

6.0e-ll 

228 
82 

Arabidopsis thaliana AIM1 protein (AIM1) gene, complete cds 
197577 

32720_1.R1039 

LIB3197-059-Q1-M1-A3 

BLASTX 

g2133786 

145 

7.0e-ll 



26664 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



447 

7 

NF-180 - sea lamprey >gi 1632549 (U19361) NF-180 [Petromyzon 
marinus] 

197578 

32726_1.R1039 

uC-gsflnu33B100gl0bl 

BLASTX 

g464981 

750 

1.0e-79 

147 

93 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi 1388207 (L23762) 
ubiquitin carrier protein [Lycopersicon esculentum] 



.R1039 

-004-P1-M1-B5 



197579 
32734JL. 
LIB3197- 
BLASTX 
g3046700 
661 

3.0e-69 

222 

61 

(AJ005261) cytidine deaminase [Arabidopsis thaliana] 
>gi|3093276|emb|CAA06671| (AJ005687) cytidine deaminase 
[Arabidopsis thaliana] >gi | 4191787 (AC005917) putative 
cytidine deaminase [Arabidopsis thaliana] 

197580 

32749JL.R1039 
LIB3148-032-Q1-K1-D11 

197581 

32785JL.R1G39 
LIB3189-007-P1-K1-H4 

197582 

32806_1.R1039 

uC-gsflnu33B064f06bl 

BLASTX 

g3080389 

736 

7.0e-78 

184 

79 

(AL022603) putative membrane associated protein 
[Arabidopsis thaliana] 

197583 

32819_1.R1039 

LIB3166-031-P1-K1-B4 

BLASTX 

g2262159 



26665 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393 

4.0e-38 

129 

59 

(AC002329) predicted protein similar to S.pombe protein 
C5H10.03 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197584 

32822JL.R1039 

LIB3149-04 9-Q1-K1-B2 

BLASTX 

g2583128 

916 

5.0e-99 

221 

77 

(AC002387) hypothetical protein [Arabidopsis thaliana] 
197585 

32823JL.R1039 

uC-gs f ImaxxaO 4 7b0 3b 1 

BLASTX 

g3386614 

342 

8.0e-32 

107 

34 

(AC004665) putative transcription factor SF3 [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197586 

32824JL.R1039 
uC-gsronu33B137e03bl 

197587 

32857_1.R1039 

uC-gsronu33B155b02b2 

BLASTX 

g4185140 

406 

2.0e-39 

88 

91 

(AC005724) putative small nuclear ribonucleoprotein E 
(snRNP-E) [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197588 

32859_1.R1039 

LIB3197-031-Q1-M1-B11 

BLASTX 

g4165018 

407 

1.0e-39 

152 

51 

(D89053) Acyl-CoA synthetase 3 [Homo sapiens] 



26666 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197589 

32875_1.R1039 

LIB3148-033-Q1-K1-H2 

BLASTX 

g2632252 

258 

2.0e-22 

124 

40 

(Y124 64) serine/threonine kinase [Sorghum bicolor] 
197590 

32892_1.R1039 

LIB3165-007-P1-K1-B7 

BLASTX 

g3021357 

261 

1.0e-22 

55 

85 

(AJ005082) UDP-galactose 4-epimerase [Cyamopsis 
tetragonoloba] 

197591 

32899JL.R1039 

uC-gsronu33B108al2bl 

BLASTX 

g4558552 

1066 

1.0e-122 

343 

34 

(AC007138) putative P-glycoprotein-like protein 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5" -most EST 



197592 

32913_1.R1039 
LIB3148-034-Q1-K1-D8 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



197593 

32929JL.R1039 

LIB3148-034-Q1-K1-F7 

BLASTX 

g2880049 

314 

7.0e-29 

127 

54 

(AC002340) hypothetical protein [Arabidopsis thaliana] 
197594 

32931_1.R1039 
uC-gsronu33B012d05bl 



Seq. No. 
Contig ID 
5' -most EST 



197595 

32944_1.R1039 
LIB3197-034-Q1-M1-D6 



26667 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



BLASTX 

g2688830 

574 

2*0e-59 

150 

76 

(AF000952) 



putative sugar transporter [Prunus armeniaca] 



197596 

32971_1.R1039 
LIB3148-035-Q1-K1-C1 



Seq. No. 

Contig ID 
5' -most EST 



197597 

32976_1.R1039 
LIB3148-035-Q1-K1-C3 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197598 

32985JL.R1039 
LIB3148-035-Q1-K1-D3 

197599 

32988_1.R1039 

g5045782 

BLASTX 

g3785989 

677 

2.0e-81 

318 

54 

(AC005560) unknown protein [Arabidopsis thaliana] 
197600 

33002JL.R1039 

uC-gsf Imaxxa055c06bl 

BLASTX 

gl617206 

354 

1.0e-33 

77 

82 

(Z72489) CP12 [Pisum sativum] 
197601 

33055_1.R1039 

g5048452 

BLASTX 

g3790567 

243 

2.0e-20 

150 

37 

(AF078821) RING-H2 finger protein RHAlb [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



197602 

33066_1.R1039 
LIB3148-036-Q1-K1-F12 



26668 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2160155 

38 

9.0e~12 

74 

88 

Sequence of BAC F21M12 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 



Seq. No. 


197603 


contig iu 




0 -ItlOSU £iDl 


T 9 — Pi R9 — Pi — Tfl - 


Method 


dt 7\qrny 
JDJUriO 1 A 


NCBI GI 


gzouiD jo 


riii/ioi score 


^77 


E value 
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MYB-like DNA-binding domain protein [Gossypium 
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33184JL.R1039 
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(U81287) glycine-rich RNA-binding protein PsGRBP [Pisum 
sativum] 

197611 

33203JL.R1039 

LIB3148-038-Q1-K1-D1 

BLASTX 
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(AL035523) putative protein [Arabidopsis thaliana] 
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PYROPHOSPHATE — FRUCTOSE 6-PHOSPHATE 1- PHOSPHOTRANSFERASE 
BETA SUBUNIT (PFP) { 6-PHOSPHOFRUCTOKINASE (PYROPHOSPHATE) 

(PYROPHOSPHATE-DEPENDENT 6-PHOSPHOFRUCTOSE-l-KINASE) 

(PPI-PFK) >giI483536|emb|CAA83683| (Z32850) 
pyrophosphate-dependent phosphof ructokinase beta subunit 

[Ricinus communis] 
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uC-gsflnu33B141el0bl 

BLASTX 

g3036796 

247 

5.0e-21 

53 

85 

(AL022373) putative protein [Arabidopsis thaliana] 
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>gi|3805858|emb|CAA21478| (AL031986) putative protein 
[Arabidopsis thaliana] 
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33233_1.R1039 
uC-gsflmaxxa026c07bl 
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33238JL.R1039 
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247 
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PYRUVATE KINASE, CHLOROPLAST ISOZYME G 
197617 

33248JL.R1039 

LIB3148-038-Q1-K1-H5 

BLASTX 

gl245372 

147 

6.0e-09 
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43 

(U50383) NN8-4AG [Homo sapiens] 
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33259_1.R1039 
LIB3196-009-P1-M1-D12 
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(AC004684) putative phosphoribosylaminoimidazole 
carboxylase [Arabidopsis thaliana] 
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anther-specific protein (clone Bgpl) - field mustard 
>gi| 311938 |emb|CAA48292| (X68210) bgpl [Brassica rapa] 
>gi I 448272 Iprf | I1916399A Bgpl gene [Brassica rapa] 
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LIB3148-043-Q1-K1-E6 
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g4263771 
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28 

(AC006218) putative nonspecific lipid-transf er protein 
precursor [Arabidopsis thaliana] 
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(AL049525) putative protein [Arabidopsis thaliana] 
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(U91995) Argonaute protein [Arabidopsis thaliana] 
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(AC003974) tRNA-processing protein SEN3-like [Arabidopsis 
thaliana] 
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(U93165) major allergen protein homolog [Prunus armeniaca] 
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Malus domestica pAFD103 mRNA, partial cds 
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putative DNA binding protein [Arabidopsis 
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(AC005312) putative nucleic acid binding protein 
[Arabidopsis thaliana] 

197636 

33484JL.R1039 

LIB3148-04 9-Q1-K1-B4 

BLASTX 

g730290 

363 

1.0e-34 

119 

55 

PECTATE LYASE PRECURSOR >gi | 322883 | pir i | S29612 pectate 
lyase - trumpet lily >gi i 19451 1 emb | CAA78 976 | (Z17328) 
pectate lyase [Lilium longiflorum] >gi 1308902 (L18911) 
pectate lyase [Lilium longiflorum] 
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(AC002535) unknown protein [Arabidopsis thaliana] 
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(AF059487) expansin precursor [Lycopersicon esculentum] 
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(AJ005081) UDP-galactose 4-epimerase [Cyamopsis 
tetragonoloba] 

197643 

33573JL.R1039 
LIB3148-043-Q1-K1-F5 

197644 

33594_1.R1039 

uC-gsronu33B032b01bl 

BLASTX 

g401621 

269 

4.0e-23 

184 

37 

HYPOTHETICAL 20.4 KD PROTEIN IN TNAB-BGLB INTERGENIC REGION 
>gi (290561 (L10328) ol88 [Escherichia coli] >gi 11790149 
(AE000448) orf, hypothetical protein [Escherichia coli] 
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FLORAL HOMEOTIC PROTEIN AGL2 >gi | 81610 | pir | IB39534 floral 
homeotic protein AGL2 - Arabidopsis thaliana >gi 1166591 
(M55551) transcription factor [Arabidopsis thaliana] 
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35 

(Z81534) predicted using Genefinder; cDNA EST EMBL:C08177 
comes from this gene; cDNA EST EMBL:C09822 comes from this 
gene; cDNA EST yk359h8.5 comes from this gene; cDNA EST 
yk374fll.5 comes from this gene; cDNA EST yk359h8.3 co 
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(Z47357) cDNA EST yk375c3.5 comes from this gene; cDNA EST 
yk375c3.3 comes from this gene [Caenorhabditis elegans] 
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(AC000132) No definition line found [Arabidopsis thaliana] 
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beta-glucosiciase BGQ60 precursor - barley >gi 1804656 
(L41869) beta-glucosidase [Hordeum vulgare] 
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DES SI CAT ION-RELATED 



>gi[ 320600 |pir | IE45509 desiccation-related protein (clone 
PCC13-62) - Craterostigma plantagineum >gi 1167479 (M62991) 
dessication-related protein [Craterostigma plantagineum] 
>gi I 227781 Iprf | I1710351E abscisic acid responsive protein E 
[Craterostigma plantagineum] 
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(AC006955) unknown protein [Arabidopsis thaliana] 
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BLASTX 
g3023432 
488 

3.0e-49 
162 
64 

CAFFEOYL-COA O-METHYLTRANSFERASE 
3-0-METHYLTRANS FERASE ) ( CCOAMT ) 
>gi|1785477|dbj |BAA19102| (AB000408) caffeoyl-CoA 
3-0-methyltransf erase [Populus kitakamiensis] 



( TRANS -CAFFEOYL-COA 
CCOAOMT) 



Seq. No. 


197669 


Contig ID 


33906 1.R1039 


5 1 -most EST 


LIB3165-002-Q1-K1-F1 


Method 


BLASTX 


NCBI GI 


g3355486 


BLAST score 


560 


E value 


1 . Oe-57 


Match length 


149 


% identity 


71 


NCBI Description 


(AC004218) unknown protein [Arabidopsis thali 
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(AF023164) leucine-rich repeat transmembrane 




1 [Zea mays] 
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141 
81 

(D43773) 4 -coumarate: coenzyme A ligase [Nicotiana tabacum] 
197676 

33940_1.R1039 

LIB3148-048-Q1-K1-H9 

BLASTX 

gl877397 

934 

1.0e-101 

194 

91 

(Y11591) shaggy-like kinase [Ricinus communis] 
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BLAST N 
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R. communis mRNA 



for shaggy-like kinase, partial 
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33981_1.R1039 

LIB3165-020-P1-K1-H11 

BLASTX 

g3986750 

973 

1.0e-105 

258 

67 

(AF1074 64) serine/threonine protein phosphatase type 2A 
[Hevea brasiliensis] 

197680 

33984_1.R1039 

LIB3197-023-Q1-M1-F7 

BLASTN 

gl912285 

143 

3.0e-74 

479 

82 

Arabidopsis thaliana type 2A serine/threonine protein 
phosphatase (PP2A) mRNA, complete cds 

197681 

33994_1.R1039 
LIB314 9-035-Q1-K1-F1 



26680 



CI 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3776559 

645 

2.0e-67 

198 

66 

(AC005388) Strong similarity to gene F14J9.26 gi 13482933 
cdc2 protein kinase homolog from A. thaliana BAC 
gb|AC003970. ESTs gb|Z35332 and gb|F19907 come from this 
gene. [Arabidopsis thaliana] 



Seq. No. 


1 C7 CQO 


/*<• J_ J T I~\ 

Contig ID 




0 -ITIOSl ZjO L 


rr t; pi A Q~Q Q o 


Method 


DT 7\ C"T>V 


NCBI GI 


g4 4o / lz j 


BLAST score 


536 


E value 


9.0e-55 


Match length 




% identity 


Do 


NCBI Description 


(ALUjooooJ nyponnet!.icax prouem [HidDiuopoio Liianaiiaj 


Seq. No. 


1 Q*7 CQ *3 


Contig ID 


34018 1.R1U39 


5 '-most EST 


LIB314o-04y-Ql-Kl-Ho 


Method 




NCBI GI 


g4567205 


BLAST score 


178 


E value 


1.0e-25 


Match length 


78 


% identity 


81 


NCBI Description 


(ACUU/loo) putative trenaiose-o-pnospnai-e pno^piictLci&fc; 




[Arabidopsis thaliana] 


Seq. No. 


197684 


Contig ID 


34029_1 . R1039 


5 1 -most EST 


goU4iooo± 


Method 


BLASTX 


NCBI GI 


g!255951 


BLAST score 


n r f\ 

960 


E value 


1.0e-104 


Match length 


211 


% identity 


82 


NCBI Description 


(X96932) PS60 [Nicotiana tabacum] 


Seq. No. 


197685 


Contig ID 


34036 1.R1039 


5 '-most EST 


uC-gsronu33B178d09bl 


Method 


BLASTX 


NCBI GI 


g3687245 


BLAST score 


568 


E value 


2.0e-58 


Match length 


129 


% identity 


81 


NCBI Description 


(AC005169) putative ribosomal protein [Arabidopsis 




thaliana] 



26681 



Seq. No. 
Contig ID 
5' -most EST 



197686 

34038J..R1039 
LIB3189-052-P1-K1-C7 



Seq. No. 


i m r o n 
13 too I 


Contig ID 


o4Uoo l.KlUoy 


5 ' -most EST 


ul — gsixmaxxau 4 odu j&± 


Seq. No. 


197688 


Contig ID 


34071_1.R1039 


5 '-most EST 


T TD"31 CL£-.C\A "5 — D1 — Pfl — 1 
L1dj10D"U4 j — Jrl" i\l bll 


Method 


DT 7V CTV 

±3J_iAolA 


NCBI GI 


g4090535 


BLAST score 


366 


E value 


A Art A A 

4 . ue-44 


Match length 


14o 


% identity 


66 


NCBI Description 


(U68216) ACC synthase [Carica papaya] 


Seq. No. 


197689 


Contig ID 


34076_1 .R1039 


5 T -most EST 


LIB3148-050-Q1-K1-F7 


Seq. No. 


197690 


Contig ID 


34096 1.R1039 


5' -most EST 


uC-gsf lnuiiBUzyDU /Dl 


Seq. No. 


197691 


Contig ID 


34113_1.R1039 


5 '-most EST 


LIB3148-051-Q1-K1-C1Z 


Method 


BLASTX 


NCBI GI 


g2804278 


BLAST score 


669 


E value 


2 . Oe- /u 


Match length 


154 


% identity 


82 


NCBI Description 


(ABUUoolo) squaxene epoxiuase [rciiiciA. y-Liiotuiy j 


Seq. No. 


197692 


Contig ID 


34124_1.R1039 


5 '-most EST 


LIB314 9-015-Ql-Kl-Do 


Method 


BLASTX 


NCBI GI 


g3688170 


BLAST score 


451 


E value 


9 . Oe-45 


Match length 


162 


% identity 


61 


NCBI Description 


(AL031804) putative protein [AraDiaopsis tnai 


Seq. No. 


197693 


Contig ID 


34133 1.R1Q39 


5 '-most EST 


LIB3148-051-Q1-K1-E12 


Seq. No. 


197694 


Contig ID 


34141JL.R1039 


5 '-most EST 


uC-gsflmaxxa055e07bl 


Method 


BLASTX 



26682 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



g2281115 
875 

2.0e-94 

200 

81 

(AC002330) 
thaliana] 



putative cullin-like 1 protein [Arabidopsis 



197695 

34152_1.R1039 

g5050708 

BLASTX 

g3355471 

705 

2.0e-74 

187 

65 

(AC004218) putative lysophospholipase [Arabidopsis 
thaliana] 



197696 

34170JL.R1039 

uC-gsflnu33B013c02bl 

BLASTX 

g!076511 

507 

3.0e-51 

101 
98 

H+-transporting ATPase (EC 3.6.1. 
>gi|758250|emb|CAA59799| (X85804) 
[Phaseolus vulgaris] 



35) - kidney bean 
H(+) -transporting ATPase 



197697 

34173_1.R1039 
uC-gsronu33B150a08bl 

197698 

34197_1.R1039 
LIB3148-052-Q1-K1-D12 

197699 

34203_1.R1039 

LIB3148-052-Q1-K1-D8 

BLASTX 

g3892056 

537 

5*0e-55 

120 

86 

(AC002330) putative vacuolar ATPase [Arabidopsis thaliana] 
197700 

34208_1.R1039 

LIB3165-027-P1-K1-F3 

BLASTX 

g4206195 



26683 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202 

9.0e-16 

39 
87 

(AF071527) hypothetical protein [Arabidopsis thaliana] 
>gi|4262169|gb|AAD14469| (AC005275) hypothetical protein 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197701 

34209_1.R1039 

LIB3166-004-P1-K1-C10 

BLASTX 

g2129604 

537 

8.0e-55 

122 

82 

GTP-binding protein 1 - Arabidopsis thaliana 
>gi I 2129607 |pir I IS71584 GTP-binding protein ATBG1 - 
Arabidopsis thaliana >gi 1 1184981 (U46924) ATGB1 
[Arabidopsis thaliana] 

197702 

34223JL.R1039 
uC-gsronu3 3B07 9d0 6b 1 

197703 

34226_1.R1039 

LIB3148-052-Q1-K1-G10 

BLASTX 

g3540199 

486 

4.0e-4 9 

120 

74 

(AC004260) Putative monosaccharide transport protein 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



197704 

34287_1.R1039 

uC-gsronu33B130bl2bl 

BLASTX 

g4469025 

471 

4.0e-47 

106 
64 

(AL035602) putative protein [Arabidopsis thaliana] 
197705 

34312JL.R1039 

LIB3148-053-Q1-K1-H2 

BLASTX 

gl69363 

337 

2.0e-31 
66 



26684 



% identity 88 

NCBI Description (M75856) PVPR3 [Phaseolus vulgaris] 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197706 

34320_2.R1039 
uC-gsflnu33B055cllbl 

197707 

34342_1.R1039 

uC-gsronu33B057d06bl 

BLASTX 

g2340166 

362 

3.0e-34 

110 

60 

(AF008124) glutathione S-conjugate transporting ATPase 
[Arabidopsis thaliana] >gi 12459949 (AF008125) multidrug 
resistance-associated protein homolog [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



197708 

34343_1.R1039 

g3325985 

BLASTX 

g4538901 

437 

4.0e-43 

192 
45 

(AL049482) RNA-directed DNA polymerase-like protein 
[Arabidopsis thaliana] 

197709 

34360JL.R1039 
LIB3148-054-Q1-K1-E3 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197710 

34362_1.R1039 
LIB3166-030-P1-K1-F8 

197711 

34374__1.R1039 
LIB3148-054-Q1-K1-F8 

197712 

34402_1.R1039 

g3326571 

BLASTX 

g2522534 

1000 

1.0e-108 

433 

32 

(AF027302) TNF-alpha stimulated ABC protein [Homo sapiens] 



Seq. No. 



197713 



26685 



Contig ID 
5 f -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 T -most EST 



meloidogyne-induced giant 



34414_1.R1039 
uC-gsronu33B04 9el2bl 

197714 

34416J..R1039 
g5045182 
BLASTN 
g399614 
37 

8.0e-ll 
145 
81 

Lycopersicon esculentum (DB142) 
cell protein mRNA, 3 1 end 

197715 

34440JL.R1039 
LIB3148-055-Q1-K1-D9 

197716 

34441JL.R1039 
uC-gsronu33B032b03bl 

197717 

34470_1.R1039 

uC-gsronu33B103c07bl 

BLASTX 

g4140326 

244 

2.0e-20 

95 

44 

(AL031282) dJ283E3.6.1 (PUTATIVE novel protein similar to 
many (archae) bacterial, worm and yeast hypothetical 
proteins) [Homo sapiens] 

197718 

34473_1.R1039 
uC-gsf lmaxxa08 9d03bl 

197719 

34498_1.R1039 
LIB3148-056-Q1-K1-B8 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 



197720 

34501_1.R1039 
g5046699 

197721 

34530_1.R1039 
uC-gsronu33Blllcllbl 

197722 

34574JL.R1039 

uC-gsflmaxxa038dl2bl 

BLASTX 

g886130 



26686 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5" -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



458 

1.0e-45 

203 
49 

(U28148) putative pectinesterase [Medicago sativa] 
197723 

34575JL.R1039 
LIB3148-057-Q1-K1-C1 



197724 

34577JL.R1039 

g5050407 

BLASTN 

g2245073 

33 

9.0e-09 

65 

88 

Arabidopsis thaliana DNA chromosome 4, 
fragment No 



ESSA I contig 



197725 

34601JL.R1039 

LIB3148-057-Q1-K1-E6 

BLASTX 

g2129767 

393 

3.0e-41 

131 

63 

vacuolar processing enzyme (EC 3.4.22.-) isozyme beta 
precursor - Arabidopsis thaliana >gi 1 1805364 | dbj | BAA09615 | 
(D61394) beta-VPE [Arabidopsis thaliana] 

197726 

34619J..R1039 
uC-gsronu33B125el0bl 

197727 

34631JL.R1039 

LIB3149-060-Q1-K1-H4 

BLASTX 

g4539452 

753 

4.0e-80 

201 

66 

(AL049500) putative phosphoribosylanthranilate transferase 
[Arabidopsis thaliana] 

197728 

34636JL.R1039 

g5047683 

BLASTX 

g4206206 

303 



26687 



E value 2.0e-27 
Match length 125 

% identity 47 t 

NCBI Description (AF071527) putative M-type thioredoxin [Arabidopsis 

thaliana] >gi I 4263039 | gb IAAD15308 | (AC005142) putative 
M-type thioredoxin [Arabidopsis thaliana] 

Seq. No. 197729 

Contig ID 34649JL.R1039 

5 '-most EST LIB3148-058-Q1-K1-A9 

Method BLASTX 

NCBI GI g3643610 

BLAST score 145 

E value 1.0e-09 

Match length 32 

% identity 81 . 

NCBI Description (AC005395) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 



Seq. No. 197730 

Contig ID 34664_1 . R1039 

5' -most EST uC-gsf lnu33B138a01bl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197731 

34678JL.R1039 

LIB3189-051-P1-K1-F7 

BLASTX 

g3298548 

668 

1.0e-79 

211 

71 

(AC004681) putative spliceosomal protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197732 

34694JL.R1039 

LIB3148-058-Q1-K1-F3 

BLASTN 

g3152602 

53 

1.0e-20 

153 

84 

Arabidopsis thaliana chromosome II BAC F27L4 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197733 

34702JL.R1039 

LIB3166-010-P1-K1-C9 

BLASTX 

g3152605 

422 

3.0e-41 

93 

84 

(AC004482) hypothetical protein [Arabidopsis thaliana] 



26688 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 f -most EST 



197734 

34710JL.R1039 

uC-gsflnu33B072b01bl 

BLASTX 

g2232354 

249 

3.0e-21 

109 

46 

(AF006081) UDPG glucosyltransf erase [Solanum berthaultii] 
197735 

34714_1.R1039 
LIB3148-058-Q1-K1-H4 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5 T -most EST 



197736 

34740_1.R1039 

LIB3149-051-Q1-K1-H4 

BLASTX 

g2281090 

438 

3.0e-43 

179 

53 

(AC002333) hypothetical protein [Arabidopsis thaliana] 
197737 

34761_1.R1039 
LIB3148-059-Q1-K1-E6 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197738 

34766JL.R1039 

uC-gsronu33B082e04bl 

BLASTX 

g2688830 

306 

8.0e-28 

72 

86 

(AF000952) putative sugar transporter [Prunus armeniaca] 
197739 

34786_1.R1039 

g5047297 

BLASTX 

g3367593 

452 

9.0e-45 

148 

53 

(AL031135) putative protein [Arabidopsis thaliana] 
>gi|3805841|emb|CAA21461| (AL031986) putative protein 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 



197740 

34795 1.R1039 



26689 




5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-gsronu33B150f04bl 

BLASTX 

gll72555 

499 

2.0e-50 

119 

77 

34 KD OUTER MITOCHONDRIAL MEMBRANE PROTEIN PORIN 
(VOLTAGE-DEPENDENT ANION-SELECT I VE CHANNEL PROTEIN) (VDAC) 
(POM 34) >gi| 629720|pir| IS46936 34K porin - potato 

>gil 1076682 Ipir | IA55364 porin (clone pPOM-34) - potato 

mitochondrion >gi 1 516166 i emb I CAA56599 I (X80386) 34 kDA 

porin [Solanum tuberosum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length, 

% identity 

NCBI Description 



197741 

34795_2.R1039 

LIB3197-060-Q1-M1-H8 

BLASTX 

gll72556 

384 

4.0e-37 

91 

78 

36 KD OUTER MITOCHONDRIAL MEMBRANE PROTEIN PORIN 
(VOLTAGE-DEPENDENT ANION-SELECTIVE CHANNEL PROTEIN) (VDAC) 
(POM 36) >gi| 629729|pir| IS46925 porin II, 36K - potato 
>gi 1 1076681 Ipir | IB55364 porin (clone pPOM 36.2) - potato 
mitochondrion >gi I 515360 1 emb | CAA56600 I (X80387) 3 6 kDA porin 
II [Solanum tuberosum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197742 

34809_1.R1039 

LIB3149-001-P1-K1-C9 

BLASTN 

g3868723 

35 

4.0e-10 

75 
87 

Arabidopsis thaliana chromosome V map 
sequence [Arabidopsis thaliana] 



60.5 cM, complete 



Seq. No. 


197743 






Contig ID 


34809 2.R1039 






5' -most EST 


LIB3149-001-P1 


-Kl- 


-Cll 


Seq. No. 


197744 






Contig ID 


34816 1.R1039 






5' -most EST 


LIB3149-001-P1 


-Kl 


-C6 


Seq. No. 


197745 






Contig ID 


34820 1.R1039 






5 '-most EST 


LIB3149-062-Q1 


-Kl 


-A12 


Method 


BLASTX 






NCBI GI 


g2088652 






BLAST score 


527 






E value 


1.0e-53 







26690 



Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



141 
72 

(AF002109) 26S proteasome regulatory subunit S12 isolog 
[Arabidopsis thaliana] >gi 12351376 (U54561) translation 
initiation factor eIF2 p47 subunit homolog [Arabidopsis 
thaliana] 

197746 

34820_2.R1039 

uC-gsronu33B037h04bl 

BLASTX 

g2088652 

525 

1.0e-86 

220 
73 

(AF002109) 26S proteasome regulatory subunit S12 isolog 
[Arabidopsis thaliana] >gi 12351376 (U54561) translation 
initiation factor eIF2 p47 subunit homolog [Arabidopsis 
thaliana] 

197747 

34836_1.R1039 

uC-gsronu33B031g!2bl 

BLASTX 

gl729980 

697 

2.0e-73 

227 
73 

THAUMAT IN-LIKE PROTEIN PRECURSOR >gi | 2129751 | pir | | S71175 
thaumatin-like protein - Arabidopsis thaliana >gi | 536825 
(L34693) thaumatin-like protein [Arabidopsis thaliana] 
>gi|1094863|prf | [2106421A thaumatin-like protein 
[Arabidopsis thaliana] 

197748 

34844_1.R1039 
uC-gsflmaxxa095el2bl 

197749 

34847J..R1039 

LIB3149-001-P1-K1-F10 

BLASTX 

g2511598 

191 

1.0e-14 

42 

81 

(Y13696) multicatalytic endopeptidase complex, proteasome 
component, beta subunit [Arabidopsis thaliana] 

197750 

34852_1.R1039 
LIB314 9-001-P1-K1-G4 
BLASTX 
g565166 



26691 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229 

9.0e-19 

143 

32 

calmodulin (D to N substitution at residue 50, G to E 
substitution at residue 40} [Paramecium tetraurelia, stocks 
51s and nd-6, Peptide Mutant, 148 aa] 

197751 

34854JL.R1039 

LIB3166-054-P1-K1-G6 

BLASTX 

gl23684 

539 

7.0e-55 

137 

76 

HEAT SHOCK FACTOR PROTEIN HSF24 (HEAT SHOCK TRANSCRIPTION 
FACTOR 24) (HSTF 24) (HEAT STRESS TRANSCRIPTION FACTOR) 
>gi| 100267 |pir | IS12361 heat shock transcription factor 
HSF24 - Peruvian tomato >gi 1 19488 I emb | CAA39034 | (X55347) 
heat stress transcription factor [Lycopersicon peruvianum] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 



197752 

34869JL.R1039 
LIB3149-002-P1-K2-H6 

197753 

34870_1.R1039 

LIB314 9-002-P1-K2-A11 

197754 

34876_1.R1039 

LIB314 9-002-P1-K2-B2 

BLASTX 

g4512617 

204 

6.0e-16 

83 

51 

(AC004793) F28K20.16 [Arabidopsis thaliana] 
197755 

34893_1.R1039 

uC-gsronu33B090b02bl 

BLASTX 

g2258469 

698 

1.0e-73 

180 

69 

(AF009179) replication protein Al [Oryza sativa] 
197756 

34898JL.R1039 

LIB3196-054-P1-M1-E11 

BLASTX 



26692 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl888357 
853 

7.0e-92 

206 
76 

(X98130) alpha-mannosidase [Arabidopsis thalianal 
>gi 1 1890154 | emb | CAA72432 | (Y11767) alpha-mannosidase 
precursor [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 T -most EST 



197757 

34900_1.R1039 
LIB3149-002-P1-K2-E9 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197758 

34916J..R1039 

LIB3166-034-P1-K1-C2 

BLASTX 

gl518540 

144 

4.0e-09 

33 
82 

(U53418) UDP-glucose dehydrogenase [Glycine max] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197759 

34925_1.R1039 

LIB3149-003-P1-K1-A12 

BLASTX 

g322854 

275 

4.0e-24 

111 

46 

pollen-specific protein - rice >gi | 20310 | emb | CAA788 97 | 
(Z16402) pollen specific gene [Oryza sativa] 



Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197760 

34935_1.R1039 

uC-gsflnu33B109al2bl 

BLASTX 

gl69459 

247 

8.0e-21 

96 

51 

(M18538) pop3 peptide [Populus balsamifera subsp. 
trichocarpa X Populus deltoides] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



197761 

34940J..R1039 

g5046348 

BLASTX 

g2129915 

466 

3.0e-46 

150 

59 



26693 



NCBI Description ferredoxin precursor - sweet orange 

>gi | 1360725 | emb | CAA87068 | (Z46944 ) non-photosynthetic 
ferredoxin [Citrus sinensis] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197762 

34940_2.R1039 

uC-gsf lmaxxaO 4 5gl2bl 

BLASTX 

g2129915 

317 

3.0e-29 

97 

62 

ferredoxin precursor - sweet orange 

>gi 1 1360725 | emb | CAA87068 | (Z4 6944 ) non-photosynthetic 
ferredoxin [Citrus sinensis] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197763 

34981_1.R1039 

LIB3149-004-P1-K1-E2 

BLASTX 

g4263519 

438 

2.0e-43 

93 

89 

(AC004044) 
thaliana] 



small nuclear riboprotein Sm-Dl [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 



197764 

34988J..R1039 
LIB314 9-004-P1-K1-F1 



Seq. No. 
Contig ID 
5' -most EST 



197765 

35003_1.R1039 

LIB314 9-004-P1-K1-H12 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



197766 

35015_1.R1039 

g5047457 

BLASTX 

g2351378 

598 

6.0e-62 

207 

54 

(U54558) translation initiation factor eIF3 p66 subunit 
[Homo sapiens] >gi i 4200328 I emb | CAA18440 | (AL022313) 
EIF3-P66 [Homo sapiens] 

>gi | 4503523 | ref | NPJ303744 . 1 | pEIF3S7 | UNKNOWN 
197767 

35025_1.R1039 

LIB314 9-005-Q1-K2-D4 

BLASTX 

g3928083 

583 



26694 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 
E value 



6.0e-60 

196 

77 

(AC005770) unknown protein [Arabidopsis thaliana] 
197768 

35032_1.R1039 

g3325613 

BLASTN 

g3928074 

34 

4.0e-09 

202 

83 

Arabidopsis thaliana chromosome II BAC T7F6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

197769 

35054_1.R1039 
uC-gsronu33B125e09bl 

197770 

35059JL.R1039 

LIB3149-029-Q1-K1-A3 

BLASTX 

gl33940 

475 

8.0e-48 

109 

90 

40S RIBOSOMAL PROTEIN S3A (S1A) >gi | 70851 1 pir | | R3XL3A 
ribosomal protein S3a - African clawed frog 
>gi|65091|emb|CAA40592I (X57322) ribosomal protein Sla 
[Xenopus laevisl 

197771 

35065_1.R1039 

LIB3149-006-Q1-K1-E2 

BLASTX 

g3023512 

308 

4.0e-28 

119 

53 

PUTATIVE ATP- DEPENDENT CLP PROTEASE PROTEOLYTIC SUBUNIT 
PRECURSOR (ENDO PEPTIDASE CLP) >gi | 21347 93 | pir | | S68421 
ATP-dependent Clp proteinase (EC 3.4.21.92) chain P homolog 
- human >gi| 963048 I emb | CAA90705 | (250853) CLPP [Homo 
sapiens] 

197772 

35066JL.R1039 

LIB3149-006-Q1-K1-E3 

BLASTX 

g2407613 

360 

5.0e-34 



26695 



Match length 

% identity 

NCBI Description 



137 
51 

(AF017995) 3-phosphoinositide dependent protein kinase-1 
[Homo sapiens] >gi | 2505936 | emb | CAA75341 | (Y15056) PkB 
kinase [Homo sapiens] >gi| 4505695 I ref | NP_002604 . 1 IpPDPKl | 
3-phosphoinositide dependent protein kinase-1 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



197773 

35082JL.R1039 
g5049584 

197774 

35087JL.R1039 

LIB3149-007-Q1-K1-B11 

BLASTX 

g3915039 

355 

2.0e-57 

135 

81 

SUGAR CARRIER PROTEIN C >gi| 169718 (L08196) sugar carrier 
protein [Ricinus communis] 

197775 

35134JL.R1039 
uC-gsflmaxxa088c04bl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



197776 

35143JL.R1039 

LIB3196-030-P1-M1-E7 

BLASTX 

g421960 

525 

2.0e-53 

187 

58 

small nuclear ribonucleoprotein U2B T 1 - potato >gi| 169589 
(M72892) spliceosomal protein [Solanum tuberosum] 

197777 

35152JL.R1039 

LIB314 9-061-Q1-K1-E10 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197778 

35158JL.R1039 

LIB3149-013-Q1-K1-B7 

BLASTX 

gl717949 

922 

1.0e-100 

186 

91 

UBIQUINOL-CYT0CHR0ME C REDUCTASE I RON- SULFUR SUBUNIT 1 
PRECURSOR (RIESKE IRON- SULFUR PROTEIN 1) (RISP1) 
>gi| 100375 Ipir | IB41607 ubiquinol — cy to chrome -c reductase 
(EC 1.10.2,2) iron-sulfur protein precursor - common 
tobacco (fragment) >gi 1170322 (M77225) Rieske Fe-S protein 



26696 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Nicotiana tabacum] 
197779 

35164_1.R1039 
uC-gsflnu33B037e02bl 

197780 

35185JL.R1039 

g5046808 

BLASTX 

g4337189 

357 

1.0e-33 

116 

67 

(AC006403) putative calmodulin-binding protein [Arabidopsis 
thaliana] 

197781 

35228_1.R1039 

LIB3149-007-Q1-K1-B10 

BLASTX 

gl706551 

286 

1.0e-25 

84 

61 

GLUCAN END0-1,3-BETA-GLUC0SIDASE PRECURSOR 

( (1~>3)-BETA-GLUCAN ENDOHYDROLASE) ( ( l->3) -BETA-GLUCANASE) 
(BETA-1, 3-ENDOGLUCANASE) >gi i 924953 (U30323) beta 
1, 3-glucanase [Triticum aestivum] 



Seq. No. 


197782 


Contig ID 


35235 1.R1039 


5' -most EST 


LIB3149-007-Q1-K1-G5 


Seq. No. 


197783 


Contig ID 


35246 1.R1039 


5' -most EST 


LIB3149-021-Q1-K1-E7 


Method 


BLASTX 


NCBI GI 


gl871577 


BLAST score 


574 


E value 


4.0e-59 


Match length 


170 


% identity 


62 


NCBI Description 


(Y11553) putative 21kD protein 


Seq. No. 


197784 


Contig ID 


35265 1.R1039 


5' -most EST 


LIB3149-013-Q1-K1-F8 


Method 


BLASTX 


NCBI GI 


g2829923 


BLAST score 


423 


E value 


9.0e-42 


Match length 


100 


% identity 


43 


NCBI Description 


(AC002291) Similar to uridylyl 



26697 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 r -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 



thaliana] 
197785 

35280JL.R1039 

LIB3165-05Q-Q1-K1-C6 

BLASTX 

g!753085 

163 

7.0e-ll 

88 

42 

(U25283) leucine zipper 
197786 

35284JL.R1039 
uC-gsflnu33B090e02bl 

197787 

35286J..R1039 
LIB3149-014-Q1-K1-D11 

197788 

35288_1.R1039 
LIB3149-014-Q1-K1-D2 

197789 

35289J..R1039 
uC-gsflnu33Bl37bl2bl 
BLASTX 
gl711382 
382 

2.0e-36 
135 
50 

SET PROTEIN >gi 1940889 
melanogaster] 

197790 

35292JL.R1Q39 
LIB3166-017-P1-K1-C5 
BLASTX 
gl679794 
303 

1.0e-27 
115 
51 

(U77627) Allele: hi2 
197791 

35293JL.R1039 
uC-gsflnu33Bl37fllbl 

197792 

35312JL.R1039 
LIB3149-015-Q1-K1-F2 

197793 

26698 




protein [Oryza sativa] 



(030470) SET [Drosophila 



[Danio rerio] 



Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length ' 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



35317J..R1039 
uC-gsflnu33B091cl0bl 

197794 

35318JL.R1039 

LIB3166-010-P1-K1-C8 

BLASTX 

g3482973 

515 

3.0e-52 

199 

62 

(AL031369) putative protein [Arabidopsis thaliana] 
197795 

35325_1.R1039 

uC-gsronu33B154b07b2 

BLASTX 

g2398531 

481 

4.0e-48 

155 

70 

(Y13726) Transcription factor [Arabidopsis thaliana] 
197796 

35347_1.R1039 

uC-gsflnu33B049g03bl 

BLASTX 

g3928095 

539 

2.0e-55 

129 
78 

(AC005770) putative protein kinase [Arabidopsis thaliana] 
197797 

35364JL.R1039 
LIB3149-016-Q1-K1-C4 

197798 

35371JL.R1039 
uC-gsflnu33B076a04bl 

197799 

35371_2.R1039 
LIB3272-017-P1-K1-A7 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



197800 

35403JL.R1039 

LIB3189-022-P1-K1-E9 

BLASTX 

g3860272 

666 

1.0e-69 

231 
62 



26699 



NCBI Description 



Seq* No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 
Method 
NCBI GI 



(AC005824) putative suppressor protein [Arabidopsis 
thaliana] >gi | 4314399 | gb (AAD15609 | (AC006232) putative skdl 
protein [Arabidopsis thaliana] 

197801 

35403__2.R1039 

LIB3149-016-Q1-K1-F3 

BLASTX 

g3860272 

507 

3.0e-51 

134 

76 

(AC005824) putative suppressor protein [Arabidopsis 
thaliana] >gi | 4314399 | gb IAAD15609 | (AC006232) putative skdl 
protein [Arabidopsis thaliana] 

197802 

35404JL.R1039 
LIB3149-016-Q1-K1-F4 



197803 

35452_1.R1039 

LIB3197-033-Q1-M1-A11 

BLASTX 

g3874228 

217 

2.0e-17 

141 

21 

(Z49909) cDNA EST CEMSF21F comes from this 
EMBL:D7354 6 comes from this gene; cDNA EST 
comes from this gene; cDNA EST EMBL:D70979 
gene; cDNA EST EMBL:D71075 comes from this 

197804 

35464_1.R1039 
LIB3149-017-Q1-K1-E9 



gene; cDNA EST 
EMBL:D73669 
comes from this 
gene; cDNA E 



197805 

35468JUR1039 

LIB3149-044-Q1-K1-C9 

BLASTX 

g!362078 

478 

6.0e-48 

124 

69 

endo-1, 4-beta-D-glucanase, xyloglucan-specif ic (clone NXG1) 
- common nasturtium >gi | 311835 I emb | CAA48324 | (X68254) 
cellulase [Tropaeolum ma jus] 

197806 

35474JUR1039 

LIB3149-017-Q1-K1-G4 

BLASTX 

g2980770 



26700 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



534 

2.0e-54 

164 

63 

(AL022198) putative protein kinase [Arabidopsis thaliana] 
197807 

35500_1.R1039 
LIB3197-026-Q1-M1-F10 



Seq. No, 
Contig ID 
5' -most EST 



197808 

35507_1.R3.039 
LIB3196-020-P1-M1-E9 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197809 

35513J..R1039 
uC-gsflnu33B061a01bl 

197810 

35514_1.R1039 

uC-gsronu33B113bllbl 

BLASTX 

g484656 

562 

1.0e-57 

211 

54 

monodehydroascorbate reductase (NADH) (EC 1.6.5.4) - 
cucumber >gi | 452165 | dbj | BAA05408 | (D26392) 
monodehydroascorbate reductase [Cucumis sativus] 

197811 

35515JL.R1039 
uC-gsflnu33B082d05bl 

197812 

35527_1.R1039 
LIB3197-060-Q1-M1-F2 

197813 

35534JL.R1039 
LIB3149-035-Q1-K1-B12 

197814 

35544_1.R1039 

LIB314 9-018-Q1-K1-G7 

BLASTX 

g3157934 

350 

4.0e-33 

82 

82 

(AC002131) Similar to hypothetical protein F09E5.8 
gb|U37429 from C. elegans. ESTs gb|T42019 and gb|N97000 
come from this gene. [Arabidopsis thaliana] 



Seq. No. 



197815 



26701 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35549JL.R1039 

uC-gs f lnu3 3B0 1 8 c 0 9bl 

BLASTX 

g2407800 

478 

5.0e-48 

101 

93 

(Y12575) histone H2A.F/Z [Arabidopsis thaliana] 
197816 

35581_1.R1039 

LIB3149-019-Q1-K1-C9 

BLASTX 

g4454466 

244 

1.0e-20 

74 
59 

(AC006234) unknown protein [Arabidopsis thaliana] 
197817 

35608_1.R1039 

LIB3197-039-Q1-M1-D10 

BLASTX 

g3776578 

359 

8.0e-34 

130 

48 

(AC005388) ESTs gb|F13915 and gb|F13916 come from this 
gene. [Arabidopsis thaliana] 



"Seq. No. 197818 

Contig ID 35616_1 . R1039 

5' -most EST LIB3149-019-Q1-K1-G6 

Method BLASTX 

NCBI GI g3297819 

BLAST score 505 

E value 2.0e-51 

Match length 123 

% identity 78 t 

NCBI Description (AL031032) protein kinase - like protein [Arabidopsis 
thaliana] 



Seq. No. 197819 

Contig ID 35627_1 . R1039 

5 '-most EST LIB3166-026-P1-K1-D10 

Method BLASTX 

NCBI GI g2496731 

BLAST score 347 

E value 4.0e-60 

Match length 207 

% identity 63 

NCBI Description HYPOTHETICAL 30.2 KD PROTEIN Y40V >gi | 2182566 (AEOO0089) 
Y4oV [Rhizobium sp. NGR234] 



26702 



Seq. No, 


197820 


Contig ID 


35649 1.R1039 


5 '-most EST 


uC-gsronu33B036g04bl 


Method 


BLASTX 


NCBI GI 


g3241945 


BLAST score 


422 


E value 


3.0e-41 


Match length 


165 


% identity 


47 


NCBI Description 


(AC004625) unknown pj 


Seq. No. 


197821 


Contig ID 


35670 1.R1039 


5 '-most EST 


LIB3166-029-P1-K1-D3 


Method 


BLASTX 


NCBI GI 


gl00535 


BLAST score 


236 


E value 


2.0e-19 


Match length 


62 


% identity 


76 


NCBI Description 


hypothetical protein 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



swollen duckweed 
>gi ! 1929057 jemb|CAA32236 1 (X14075) longest ORF (1) [Lemna 
gibba] 

197822 

35681_1.R1039 

LIB3166-046-P1-K1-C7 

BLASTX 

g4454484 

1546 

1.0e-172 

390 

75 

(AC006234) putative diacylglycerol kinase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



197823 

35686_1.R1039 

LIB3272-045-P1-K1-H5 

BLASTX 

g3378491 

548 

4.0e-56 

184 
57 

(AJ007578) pRIB5 protein [Ribes nigrum] 
197824 

35698_1.R1039 
LIB314 9-020-Q1-K1-H6 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



197825 

35702JL.R1039 

LIB3149-021-Q1-K1-A1 

BLASTX 

gl514643 

151 



26703 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 r -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



8.0e-10 

54 
57 

(Z70524) 



PDR5-like ABC transporter [Spirodela polyrrhiza] 



197826 

35703J..R1039 

LIB3149-021-Q1-K1-A11 

BLASTX 

g4539330 

905 

9.0e-98 

237 
72 

(AL035679) putative receptor-like protein kinase (fragment) 
[Arabidopsis thaliana] 

197827 

35704JL.R1039 
LIB314 9-021-Q1-K1-A6 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197828 

35717_1.R1039 

LIB3149-021-Q1-K1-B9 

BLASTX 

g2582665 

330 

8.0e-31 

104 

63 

(282983) thi [Citrus sinensis] 



.R1039 

-034-P1-K1-A11 



197829 
35718 JL. 
LIB3189- 
BLASTX 
gl730502 
241 

5.0e-20 

150 

39 

TRANSMEMBRANE PROTEIN PFT27 >gi 1 110903 | pir | | A31351 probable 
transmembrane protein FT27 - mouse >gi| 535682 (M23568) 
transmembrane protein [Mus musculus] 

197830 

35743JL.R1039 

g5046094 

BLASTX 

g4559334 

854 

6.0e-92 

219 

66 

(AC007087) unknown protein [Arabidopsis thaliana] 



Seq. No. 



197831 



26704 



Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



35755JL.R1039 
LIB3149-021-Q1-K1-G7 

197832 

35781_1.R1039 

LIB3189-012-P1-K1-G8 

BLASTX 

g2583123 

435 

2.0e-43 

129 

81 

(AC002387) putative nucleotide sugar epimerase [Arabidopsis 
thaliana] 

197833 

35785_1.R1039 

LIB3165-018-P1-K1-A5 

BLASTX 

gl33085 

391 

1.0e-37 

153 

58 

SOS RIBOSOMAL PROTEIN L12, CHLOROPLAST PRECURSOR (CL12) 
>gi |71136|pir| IR7SP12 ribosomal protein L12, chloroplast - 
spinach >gi 1170115 (J02849) ribosomal L12 precursor 
[Spinacia oleracea] 

197834 

35807JL.R1039 

LIB3272-007-P1-K1-A7 

BLASTX 

g4538993 

655 

2.0e-68 

253 

67 

(AL049481) putative host response protein [Arabidopsis 
thaliana] 

197835 

35841_1.R1039 

uC-gsflmaxxa040g08bl 

BLASTX 

g4544431 

277 

2.0e-24 

97 

58 

(AC006955) hypothetical protein [Arabidopsis thaliana] 
197836 

35844JL.R1039 
LIB3149-043-Q1-K1-D8 



Seq. No, 



197837 



26705 



Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35847_1.R1039 

g5046122 

BLASTX 

g3874563 

335 

5.0e-31 

153 

43 

(281042) similar to Yeast hypothetical protein YEY6 like; 
cDNA EST yk206h5.3 comes from this gene; cDNA EST yk206h5. 
comes from this gene; cDNA EST yk303hl.3 comes from this 
gene; cDNA EST yk303hl.5 comes from this gene; cDNA ... 
>gi|3924825|emb|CAB05549| (Z83113) similar to Yeast 
hypothetical protein YEY6 like; cDNA EST yk206h5.3 comes 
from this gene; cDNA EST yk206h5.5 comes from this gene; 
cDNA EST yk303hl.3 comes from this gene; cDNA EST yk303hl. 
comes from this gene; cDNA 

197838 

35861JLR1039 

LIB3196-018-P1-M1-D6 

BLASTX 

g4388728 

294 

2.0e-26 

180 

42 

(AC006413) putative grrl-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197839 

35887JL.R1039 

LIB3189-015-P1-K1-F6 

BLASTX 

gl009232 

204 

6.0e-16 

73 

60 

(L38828) EF-l-alpha-related GTP-binding protein [Nicotiana 
t aba cum] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197840 

359Q2JL.R1039 

g5050336 

BLASTX 

gl946361 

491 

2.0e-49 

152 

66 

(U93215) C3HC4 zinc finger protein isolog [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 ! -most EST 



197841 

35905JL.R1039 
LIB3149-024-Q1-K1-A1 



26706 



£eq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197842 

35929_1.R1039 

LIB3149-024-Q1-K1-C12 

BLASTX 

g3218410 

396 

4.0e-38 

187 

48 

(AL023859) putative prolyl-trna synthetase 
[Schizosaccharomyces pombe] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197843 

35947_1.R1039 

LIB3149-024-Q1-K1-E4 

BLASTX 

gl707008 

480 

3.0e-48 

134 

73 

(U78721) 30S ribosomal protein S5 isolog [Arabidopsis 
thaliana] 



Seq. No. 


197844 


Contig ID 


35968 1.R1039 


5 '-most EST 


LIB3149-024-Q1-K1-H1 


Method 


BLASTX 


NCBI GI 


g3415113 


BLAST score 


175 


E value 


3.0e-30 


Match length 


238 


% identity 


36 


NCBI Description 


(AF081201) villin 1 


Seq. No. 


197845 


Contig ID 


35969 1.R1039 


5 '-most EST 


LIB3149-024-Q1-K1-H2 


Method 


BLASTX 


NCBI GI 


g3643610 


BLAST score 


757 


E value 


1.0e-80 


Match length 


181 


% identity 


83 


NCBI Description 


(AC005395) putative 



[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



197846 

35970_1.R1039 
uC-gsflnu33B029a06bl 



Seq. No. 

Contig ID 
5 '-most EST 



197847 

35982_1.R1039 
uC-gsronu33B167g02bl 



Seq. No. 



197848 



26707 



Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35986JL.R1039 
uC-gsflnu33B022c06bl 

197849 

35998_1.R1039 

LIB3149-025-Q1-K1-C5 

BLASTX 

g4417304 

252 

1.0e-21 

100 

49 

(AC006446) putative beta-1, 4-mannosyl-glycoprotein 
beta-1, 4-N-acetylglucosaminyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 
Method 



197850 

36016JL.R1039 

LIB3166-033-P1-K1-E6 

BLASTX 

gl076809 

1124 

1.0e-123 

275 

81 

H+-transporting ATPase (EC 3.6.1.35) - 
>gi|758355|emb|CAA59800| (X85805) H(+) 
[Zea mays] 



maize 

-transporting ATPase 



197851 

36032_1.R1039 

LIB3272-017-P1-K1-F6 

BLASTX 

g3759184 

421 

3.0e-41 

190 
48 

(AB018441) phi-1 [Nicotiana tabacum] 
197852 

36035J..R1039 

LIB3197-026-Q1-M1-B4 

BLASTX 

g82307 

791 

2.0e-84 

221 

67 

myb protein 306 - garden snapdragon >gi | 256828 |bbs 1 115017 
Myb oncoprotein homolog {clone 306} [Antirrhinum 
majus=snapdragons, Jl:522, flowers, Peptide, 316 aa] 

197853 

36052_1.R1039 

LIB3149-026-Q1-K1-A5 

BLASTX 



26708 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

I identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



g45a0381 
186 

1.0e-13 

56 

70 

(AC007017) unknown protein [Arabidopsis thaliana] 
197854 

36053_1.R1039 

LIB3197-047-Q1-M1-G2 

BLASTX 

g2736147 

745 

3.0e-79 

170 

75 

(AF021804) fatty acid hydroxylase Fahlp [Arabidopsis 
thaliana] >gi 13132481 (AC003096) fatty acid hydroxylase, 
FAH1 [Arabidopsis thaliana] 

197855 

36056JL.R1039 
LIB3149-026-Q1-K1-B9 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



197856 

36065_1.R1039 

LIB3196-015-P1-M1-D8 

BLASTX 

g2583108 

370 

3.0e-35 

184 

44 

(AC002387) putative surface protein [Arabidopsis thaliana] 
197857 

36066_1.R1039 

uC-gsronu33B104gl0bl 

BLASTX 

gl363484 

175 

2.0e-12 

79 

46 

IAA13 protein - Arabidopsis thaliana >gi | 972929 (U18415) 
IAA13 [Arabidopsis thaliana] >gi 1 2459414 (AC002332) auxin 
inducible protein, IAA13 [Arabidopsis thaliana] 

197858 

36077_1.R1039 
LIB3149-026-Q1-K1-D12 



Seq. No. 
Contig ID 
5' -most EST 



197859 

36081_1.R1039 
uC-gsronu33B087g04bl 



Seq. No. 



197860 



26709 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36085J..R1039 

LIB3166-035-P1-K1-C3 

BLASTX 

g4335764 

457 

2.0e-45 

150 

46 

(AC006284) 
thaliana] 



putative WRKY DNA-binding protein [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



197861 

36106JL.R1039 

LIB3149-026-Q1-K1-H11 

BLASTX 

g4249386 

524 

3.0e-53 

213 

56 

(AC005966) Strong similarity to gb|AF061286 gamma-adaptin 1 
from Arabidopsis thaliana. EST gb|H37393 comes from this 
gene. [Arabidopsis thaliana] 

197862 

36116_1.R1039 

g5048541 

BLASTX 

g4206196 

275 

5.0e-24 

125 

70 

(AF071527) hypothetical protein [Arabidopsis thaliana] 
197863 

36120_1.R1039 
LIB3149-030-Q1-K1-A3 

197864 

36121JL.R1039 

LIB3149-047-Q1-K1-A4 

BLASTX 

g3281868 

238 

9.0e-20 

53 
91 

(AL031004) putative protein [Arabidopsis thaliana] 
197865 

36123_1.R1039 

LIB3166-022-P1-K1-C7 

BLASTX 

g4512122 

545 

9.0e-56 
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Match length 

% identity 

NCBI Description 



198 
59 

(AF131219) chorismate mutase 3 [Arabidopsis thaliana] 



Seq* No. 


19 /oob 


Contig ID 


36125 1.R1039 


5* -most EST 


LIB3149-030-Q1-K1-B12 


Method 


BLASTX 


NCBI GI 


gl899188 


BLAST score 


246 


E value 


7.0e-21 


Match length 


103 


% identity 


37 


NCBI Description 


(U90212) DNA binding protein ACBF [Nicotiana tabacum] 


Seq. No. 


197867 


Contig ID 


36134 1.R1039 


5* -most EST 


LIB3149-030-Q1-K1-C8 


Method 


BLASTX 


NCBI GI 


g2501578 


BLAST score 


734 


E value 


6.0e-78 


Match length 


157 


% identity 


95 


NCBI Description 


ETHYLENE-INDUCIBLE PROTEIN HEVER >gi | 2129913 I pir I I S60047 




ethylene-responsive protein 1 - Para rubber tree 




>gi [1209317 (M88254) ethylene-inducible protein [Hevea 




brasiliensis] 


Seq. No. 


197868 


Contig ID 


36135 1.R1039 


5 '-most EST 


LIB3197-040-Q1-M1-E9 


Method 


BLASTN 


NCBI GI 


g3335356 


BLAST score 


72 


E value 


4.0e-32 


Match length 


348 


% identity 


59 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F16M14 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


197869 


Contig ID 


36144 1.R1039 


5 T -most EST 


LIB3149-027-Q1-K1-D9 


Method 


BLASTX 


NCBI GI 


g417103 


BLAST score 


275 


E value 


6.0e~42 


Match length 


92 


% identity 


95 


NCBI Description 


HISTONE H3.2, MINOR >gi i 282871 | pir || S2434 6 histone 




H3.3-like protein - Arabidopsis thaliana 



>gi|16324|emb]CAA42957i (X60429) histone H3.3 like protein 
[Arabidopsis thaliana] >gi I 404825 | emb | CAA42958 | (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi 1488563 
(U09458) histone H3.2 [Medicago sativa] >gi 1 488567 (U09460) 
histone H3.2 [Medicago sativa] >gi 1488569 (U09461) histone 



26711 




H3.2 [Medicago sativa] >gi|488575 (U09464) histone H3.2 
[Medicago sativa] >gi| 488577 (U09465) histone H3.2 
[Medicago sativa] >gi | 510911 | emb I CAA56153 | (X79714) histone 
H3 [Lolium temulentum] >gi | 1435157 | emb | CAA58445 | (X83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi 1 2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi i 3273350 | dbj | BAA31218 | (AB015760) histone H3 [Nicotiana 
tabacum] >gi 13885890 (AF093633) histone H3 [Oryza sativa] 
>gi| 4038469|gb|AAC97380| (AF109910) histone H3 [Porteresia 
coarctata] >gi | 4490754 1 emb | CAB38 916 . 1 | (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi | 4490755 | emb | CAB38917 . 1 1 
(AL035708) Histon H3 [Arabidopsis thaliana] 



Seq. No, 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197870 

36146_1.R1039 

LIB3149-030-Q1-K1-E10 

BLASTN 

g488568 

125 

8.0e-64 

273 

87 

Medicago sativa Regen S clone pH3cll8 histone H3.2 mRNA, 
complete cds 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197871 

36149JL.R1039 

LIB3149-030-Q1-K1-E5 

BLASTX 

g3309243 

646 

8.0e-68 

136 

91 

(AF073507) aconitase-iron regulated protein 1 [Citrus 
limon] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197872 

36151JL.R1039 

LIB3149-051-Q1-K1-F8 

BLASTX 

gl877397 

338 

1.0e-31 

73 

86 

(Y11591) shaggy-like kinase [Ricinus communis] 



Seq. No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



197873 

36152_1.R1039 

LIB3149-027-Q1-K1-F1 

BLASTX 

gl31276 

609 

2.0e-63 
127 
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NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 



PHOTOSYSTEM II P680 CHLOROPHYLL A APOPROTEIN (CP-47 
PROTEIN) >gi | 72704 |pir | IQJNT6A photosystem II chlorophyll 
a-binding protein psbB - common tobacco chloroplast 
>gi|11856|emb|CAA77373| (Z00044) PSII 47kD protein 
[Nicotiana tabacum] >gi | 225224 | prf || 1211235BF photosystem 
II P680 apoprotein [Nicotiana tabacum] 

197874 

36154_1.R1039 
LIB3149-030-Q1-K1-F12 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 
5" -most EST 
Method 



197875 

36155J..R1039 
LIB3149-030-Q1-K1-F4 

197876 

36156JL.R1039 

LIB3149-030-Q1-K1-F7 

BLASTX 

g4204095 

425 

5.0e-42 

123 

63 

(AF030260) CYP94A1 [Vicia sativa] 
197877 

36163JL.R1039 

uC-gsflnu33B075g01bl 

BLASTX 

g4433048 

557 

6.0e-57 

147 

76 

(D26578) DNA-binding protein [Daucus carota] 
197878 

36165^1. R1039 

LIB3149-027-Q1-K1-G5 

BLASTX 

g4530066 

238 

5.0e-20 

119 

39 

(AF060544) androgen receptor associated protein 54 [Homo 
sapiens] 

197879 

36166J..R1039 
LIB3149-027-Q1-K1-G6 

197880 

36173_1.R1039 

uC-gsronu33B141g05bl 

BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3005063 
953 

1.0e-103 

317 

55 

(AF043324) 



N-myristoyltransf erase 1 [Homo sapiens] 



197881 

36177_1.R1039 

uC-gsronu33B124a01bl 

BLASTX 

g3687237 

494 

6.0e-50 

146 

64 

(AC005169) putative Cys3His zinc-finger protein 
[Arabidopsis thaliana] 

197882 

36180_1.R1039 

LIB3149-028-Q1-K1-A7 

BLASTX 

g485111 

180 

3.0e-13 

121 

40 

(U00050) similar to enoyl-CoA hydratases; highest 
similarity to YKRS_YEAST [Caenorhabditis elegans] 

197883 

36183_1.R1039 

uC-gsronu33B103gl2bl 

BLASTX 

g3941543 

707 

1.0e-74 

166 

83 

(AF069497) pelota [Arabidopsis thaliana] 

>gii 4469016 femb | CAB38277! (AL035602) pelota (PEL1) 

[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197884 

36217JL.R1039 

uC-gsronu33B108fl2bl 

BLASTX 

g4006858 

648 

1.0e-67 

196 

62 

(Z99707) cold acclimation protein homolog [Arabidopsis 
thaliana] 



Seq. No. 



197885 
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# 



Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



36227_1.R1039 
LIB3272-009-P1-K1-E3 

197886 

36231JL.R1039 
LIB3149-028-Q1-K1-G3 

197887 

36237_1.R1039 
uC-gsflnu33B018dllbl 

197888 

36243_1.R1039 

LIB3149-029-Q1-K1-A11 

BLASTX 

g4455351 

260 

2.0e-36 

113 

68 

(AL035524) putative protein [Arabidopsis thaliana] 
197889 

36284J..R1039 

LIB3149-029-Q1-K1-F3 

BLASTX 

g4128197 

375 

2.0e-37 

121 

65 

(U75273) acyl-CoA binding protein [Arabidopsis thaliana] 
197890 

36293_1.R1039 
LIB3149-029-Q1-K1-G2 

197891 

36295 J..R1039 

LIB3149-029-Q1-K1-G4 

BLASTX 

gll4181 

183 

3.0e-13 

84 

49 

3-DEHYDROQUINATE SYNTHASE >gi j 68385 1 pir | | SYECQ 
3-dehydroquinate synthase (EC 4.6.1.3) - Escherichia coli 
>gi|40968|emb|CAA274 95| (X03867) 3-dehydroquinate synthas 
(aa 1-362) [Escherichia coli] >gi | 41225 | emb | CAA79666 | 
(Z19601) ORF, aroB. Millar G., Coggins J.R.; FEBS Lett. 
200:11-17(1986) [Escherichia coli] >gi 1606323 (U18997) 
3-dehydroquinate synthase [Escherichia coli] >gi 11789791 
(AE000414) 3-dehydroquinate synthase [Escherichia coli] 

197892 

36299 1.R1039 
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5' -most EST 



# 



LIB3149-029-Q1-K1-G8 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197893 

36314JLR1039 

LIB3166-049-P1-K1-F8 

BLASTX 

g399900 

308 

3.0e-37 

149 

63 

HOMEOBOX-LEUCINE ZIPPER PROTEIN HAT 5 (HD-ZIP PROTEIN 5) 
(HD-ZIP PROTEIN ATHB-1) >gi | 99659 | pir | | S16325 homeotic 
protein Athb-1 - Arabidopsis thaliana 
>gi!16329|emb|CAA41625| (X58821) Athb-1 protein 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197894 

36377_1.R1039 

LIB3149-030-Q1-K1-H8 

BLASTX 

gll73194 

342 

3.0e-32 

117 

60 

30S RIBOSOMAL PROTEIN S13 f CHLOROPLAST PRECURSOR (CS13) 
>gi I 2119093 lpir[|S59594 ribosomal protein S13 precursor, 
chloroplast - Arabidopsis thaliana >gi 1 16767 | emb | CAA79013 | 
(Z17611) chloroplast 30S ribosomal protein S13 [Arabidopsi; 
thaliana] >gi| 6628691 emb) CAA88028 | (Z47986) chloroplast 
ribosomal protein S13 [Arabidopsis thaliana] 
>gi|1107483|emb|CAA63021| (X91955) 30S ribosomal protein 
S13 [Arabidopsis thaliana] >gi [ 1515107 ( emb | CAA604I3 | 
(X86734) plastid ribosomal protein S13 [Arabidopsis 
thaliana] 



Seq. No. 


197895 


Contig ID 


36405 1.R1039 


5' -most EST 


LIB3165-047-Q1-K1-F8 


Method 


BLASTX 


NCBI GI 


g3297815 


BLAST score 


511 


E value 


9.0e-52 


Match length 


122 


% identity 


78 


NCBI Description 


(AL031032) putative 


Seq. No. 


197896 


Contig ID 


36413 1.R1039 


5' -most EST 


LIB314 9-049-Q1-K1-E1 


Method 


BLASTX 


NCBI GI 


g3096949 


BLAST score 


631 


E value 


7.0e-66 


Match length 


151 


% identity 


81 
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NCBI Description 



(Y16328) putative cyclic nucleotide-regulated ion channel 
[Arabidopsis thaliana] >gi 13894399 (AF067798) cyclic 
nucleotide-gated cation channel [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



197897 

36417J..R1039 
LIB3272-026-P1-K1-F11 



Seq. No. 
Contig ID 
5 '-most EST 



197898 

36434_1.R1039 
LIB3149-031-Q1-K1-G6 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197899 

36457_1.R1039 

LIB3149-032-Q1-K1-B6 

BLASTX 

gl710424 

205 

7.0e-26 

98 

53 

SOS RIBOSOMAL PROTEIN L21, CHLOROPLAST PRECURSOR (CL21) 
>gi|2129718|pir| IS71282 ribosomal protein L21 - Arabidopsis 
thaliana >gi | 1149573 | emb | CAA8 9887 | (Z49787) chloroplast 
ribosomal large subunit protein L21 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197900 

36462_1.R1039 

uC-gsronu33B178c02bl 

BLASTN 

g3128141 

33 

1.0e-08 

45 

93 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MQD22, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197901 

36464_1.R1039 

LIB3149-032-Q1-K1-C10 

BLASTX 

g495725 

566 

2.0e-58 

161 

68 

(L25042) acetyl-CoA carboxylase [Medicago sativa] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



197902 

36470JL.R1039 

g5047841 

BLASTX 

g2130521 

692 

6.0e-73 
194 
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% identity 

NCBI Description 



66 

(U31565) reversibly glycosylatable polypeptide [Pisum 
sativum] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



197903 

36475JL.R1039 
LIB3272-038-P1-K1-C3 

197904 

36479JL.R1039 

LIB3149-032-Q1-K1-D5 

BLASTX 

gll9530 

251 

2.0e-21 

126 
18 

PROTEIN DISULFIDE I SOMERASE- RELATED PROTEIN PRECURSOR 
(ERP72) >gi|873201pir| IA23723 protein disulf ide-isomerase 
(EC 5.3.4.1) ERp72 precursor - human >gi 1181508 (J05016) 

protein disulfide isomerase-related protein [Homo sapiens] 

197905 

36495_1.R1039 

LIB314 9-032-Q1-K1-F2 

BLASTX 

g3820648 

308 

3.0e-28 

78 

71 

(Y12636) allene oxide synthase [Arabidopsis thaliana] 
197906 

36502_1.R1039 
uC-gsronu33B154d05b2 

197907 

36516JL.R1039 

LIB3149-033-Q1-K1-A2 

BLASTX 

gl723228 

118 

3.0e-09 

109 

38 

HYPOTHETICAL 45.5 KD PROTEIN C1D4.05C IN CHROMOSOME I 
>gi|1177338|emb|CAA93214| (Z69239) unknown 
[Schizosaccharomyces pombe] 

197908 

36523_2.R1039 

g5045666 

BLASTX 

g2911044 

468 

1.0e-46 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 



# 

133 

(AL021961) putative protein [Arabidopsis thaliana] 
197909 

36532JL.R1039 

LIB3149-033-Q1-K1-F11 

BLASTX 

g544134 

343 

3.0e-32 

131 

61 

DNA- DAMAGE -REPAIR/TOLE RAT I ON PROTEIN DRT100 PRECURSOR 
>gi| 99720|pir | | S22863 hypothetical protein - Arabidopsis 
thaliana >gi I 421844 | pir | IA46260 RecA functional analog 
DRT100 - Arabidopsis thaliana (fragment) 

197910 

36546J..R1039 
uC-gsflnu33B144e03bl 
BLASTX 
g2275215 
541 

3.0e-55 
202 
54 

(AC002337) hypothetical protein [Arabidopsis thaliana] 
197911 

36551JL.R1039 
g5045629 
BLASTX 
g2702268 
761 

5.0e-81 
198 
69 

(AC003033) putative cellulase [Arabidopsis thaliana] 
197912 

36571JL.R1039 
LIB3149-033-Q1-K1-G4 
BLASTX 
g4512667 
438 

6.0e-72 
215 
67 

(AC006931) putative MAP kinase [Arabidopsis thaliana] 
197913 

36579_1.R1039 
uC-gsronu33B037d08bl 

197914 

36582 1.R1039 
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5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-gsflmaxxa011b05bl 

BLASTX 

g2582665 

738 

3.0e-78 

186 
81 

(Z82983) 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



thi [Citrus sinensis] 



197915 

36583_1.R1039 

LIB3166-025-P1-K1-G5 

BLASTX 

g2435511 

503 

1.0e-50 

187 

53 

(AF024504) contains similarity to prolyl 4-hydroxylase 
alpha subunit [Arabidopsis thaliana] 

197916 

36591JL.R1039 
LIB3149-034-Q1-K1-A6 

197917 

36593JL.R1039 
uC-gsflnu33B055gllbl 

197918 

36616_1.R1039 

uC-gsronu33B016f06bl 

BLASTX 

gl709455 

559 

1.0e-109 

290 

67 

PYRUVATE DEHYDROGENASE El COMPONENT , BETA SUBUNIT 
>gi I 2147993 Ipir M S73187 pyruvate dehydrogenase El component 
beta chain - Porphyra purpurea chloroplast >gi 11276732 
(U38804) pyruvate dehydrogenase El component, beta subunit 
[Porphyra purpurea] 

197919 

36632_1.R1039 

LIB314 9-034-Q1-K1-F10 

197920 

36661_1.R1039 

LIB3149-035-Q1-K1-G1 

BLASTX 

g4580468 

560 

1.0e-57 

138 

72 
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NCBI Description 



(AC006081) putative protein kinase; similar to human PKX1 
and Drosophila DC 2 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197921 

36697J..R1039 

LIB3272-053-P1-K1-H12 

BLASTX 

g3128ia6 

159 

1.0e-10 

55 

53 

(AC004521) putative cellulase [Arabidopsis thaliana] 
>gi 1 3341674 (AC003672) putative glycosyl hydrolase 
[Arabidopsis thaliana] 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197922 

36716_1.R1039 

LIB3197-023-Q1-M1-B2 

BLASTX 

g3850089 

454 

1.0e-44 

320 

41 

(AL033389) putative yeast cell division cycle CDC50 homolog 
[Schizosaccharomyces pombe] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197923 

36748_1.R1039 

LIB3149-036-Q1-K1-E2 

BLASTX 

gl354849 

753 

4.0e-80 

222 
65 

(U57350) epoxide hydrolase [Nicotiana tabacum] 



Seq. No. 

Contig ID 
5' -most EST 



197924 

36754_1.R1039 
uC-gsflnu33B064h04bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197925 

36787_1.R1039 

LIB3272-047-P1-K1-B4 

BLASTX 

g!352316 

472 

2.0e-47 

97 

93 

DR1 PROTEIN HOMOLOG >gi | 633026 | dbj | BAA07288 | 
[Arabidopsis thaliana] 



(D38110) Drl 



Seq. No. 
Contig ID 



197926 

36807 1.R1039 
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5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



LIB3166-043-P1-K1-F1 

BLASTX 

g2098705 

308 

3.0e-28 
122 
56 

(U82973) 



pectinesterase [Citrus sinensis] 



197927 

36822_1.R1039 

g5047224 

BLASTX 

g3914192 

830 

9.0e-89 

379 

47 

DIHYDROLIPOAMIDE ACETYLTRANSFERASE COMPONENT OF PYRUVATE 
DEHYDROGENASE COMPLEX PRECURSOR (E2) (PDC-E2) 
>gi | 3150120 | emb | CAA19134 | (AL023595) dihydrolipoamide 
acetyltransferase component [Schizosaccharomyces pombe] 

197928 

36832JL.R1039 
LIB314 9-037-Q1-K1-F2 

197929 

36843JL.R1039 

g5047022 

BLASTX 

g4206206 

400 

4.0e-39 

164 

55 

(AF071527) putative M-type thioredoxin [Arabidopsis 
thaliana] >gi | 4263039|gb| AAD15308 | (AC005142) putative 
M-type thioredoxin [Arabidopsis thaliana] 

197930 

36852_1.R1039 

g5048526 

BLASTX 

g3341693 

179 

8.0e-13 

127 
35 

(AC003672) unknown protein [Arabidopsis thaliana] 
197931 

36873__1.R1039 

g5045594 

BLASTX 

gl931654 

370 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7.0e-35 

278 

35 

(U95973) BRCAl-associated RING domain protein isolog 
[Arabidopsis thaliana] 

197932 

36881JL.R1039 

g3326682 

BLASTX 

g3063706 

542 

3.0e-55 

229 

72 

(AL022537) putative protein [Arabidopsis thaliana] 
197933 

36890_1.R1039 

uC-gsflnu33B015d04bl 

BLASTX 

g4522011 

220 

1.0e-17 

94 

49 

(AC007069) hypothetical protein [Arabidopsis thaliana] 
197934 

36895_1.R1039 

LIB3149-038-Q1-K1-G5 

BLASTX 

g544134 

247 

4.0e-21 

103 
49 

DNA- DAMAGE-RE PAI R/ TOLERAT I ON PROTEIN DRT100 PRECURSOR 
>gi i 99720 | pir [ IS22863 hypothetical protein - Arabidopsis 
thaliana >gi I 421844 | pir | | A46260 RecA functional analog 
DRT100 - Arabidopsis thaliana (fragment) 



Seq. No. 
Contig ID 
5' -most EST 



197935 

36905_1.R1039 
LIB3149-039-Q1-K1-A1 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197936 

36910_1.R1039 

g5046151 

BLASTX 

g!922251 

632 

8.0e-66 

182 

77 

(Y12072) farnesyl pyrophosphate synthase [Gossypium 
arboreum] 
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# 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



197937 

36921_1.R1039 

LIB3166-046-P1-K1-H1 

BLASTX 

g3747050 

432 

1.0e-42 

106 

79 

(AF093540) ribosomal protein L26 [Zea mays] 
197938 

36940JL.R1039 

g5045781 

BLASTX 

g3212854 

200 

2.0e-15 

124 

36 

(AC004005) unknown protein [Arabidopsis thaliana] 
197939 

36972_1.R1039 
LIB3166-025-P1-K1-G9 

197940 

36977_1.R1039 
uC-gsronu33B138e01bl 

197941 

36984_1.R1039 

LIB314 9-040-Q1-K1-E7 

BLASTX 

g2760325 

315 

5.0e~29 

131 

50 

(AC002130) F1N21.10 [Arabidopsis thaliana] 
197942 

36986JL.R1039 

LIB3149-040-Q1-K1-B1 

BLASTX 

gl076314 

547 

3.0e-56 

120 

84 

cystathionine gamma-lyase (EC 4.4.1.1) 1 - Arabidopsis 
thaliana (fragment) >gi | 499166 | emb | CAA56143 | (X79707) CYS1 
[Arabidopsis thaliana] 

197943 

36990 1.R1039 
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5 '-most EST 



LIB3149-040-Q1-K1-B4 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197944 

36997JL.R1039 

LIB3166-016-P1-K1-D11 

BLASTX 

g4406777 

174 

2.0e-12 

85 

46 

(AC006532) putative zinc-finger protein [Arabidopsis 
thaliana] 



Seq- No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



197945 

37001_1.R1039 
LIB3149-040-Q1-K1-C5 

197946 

37010JL.R1039 

LIB3149-040-Q1-K1-D4 

BLASTX 

g4103154 

401 

8.0e-39 

156 

54 

(AF020717) histidyl-tRNA synthetase [Triticum aestivum] 
197947 

37029_1.R1039 

LIB3149-040-Q1-K1-F2 

BLASTX 

g4455194 

258 

2.0e-22 

63 

78 

(AL035440) putative protein [Arabidopsis thaliana] 



197948 

37034_1.R1039 

LIB3189-042-P1-K1-B12 

BLASTX 

g3582436 

1048 

1.0e-114 

271 

75 

(AB017502) beta-D-glucan exohydrolase 



[Nicotiana tabacum] 



197949 

37037JL.R1039 

uC-gsflnu33B130g06bl 

BLASTX 

g2275213 

425 
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(I 



E value 


/ . Ue-4z 


Match length 


loU 


% identity 


61 


NCBI Description 


(AC002337) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


197950 


Contig ID 


37038 1.R1039 


5' -most EST 


LIB3149-040-Q1-K1-G2 


Seq, No. 


19 /951 


Contig ID 


37044_1 .R1039 


5 '-most EST 


g5045893 


Seq. No. 


i f\ i r\ r* A 

197952 


Contig ID 


37081_1 .R1039 


5 -most EST 


™cn a (TO /Co 
gou 4 DODO 


Method 


BLASTX 


NCBI GI 


g4567310 


BLAST score 


614 


E value 


2 . Oe-63 


Match length 


278 


% identity 


53 


NCBI Description 


(AC005956) unknown protein [Arabidopsis thaliana] 


Seq. No. 


197953 


Contig ID 


37097__1 .R1039 


5 1 -most EST 


LIB3149-042-Q1-K1-D6 


Seq. No. 


197954 


Contig ID 


37100 1.R1039 


5 '-most EST 


LIB3149-042-Q1-K1-D8 


Method 


BLASTX 


NCBI GI 


gl710780 


oLAoi score 


OOU 


E value 


3.0e-69 


Match length 


170 


% identity 


74 


NCBI Description 


40S RIBOSOMAL PROTEIN S9 (S7) >gi | 1321917 | emb | CAA65433 




(X96613) cytoplasmic ribosomal protein S7 [Podospora 




anserina] 


Seq. No. 


197955 


Contig ID 


37107 1.R1039 


5 '-most EST 


LIB3149-042-Q1-K1-E5 


Seq. No. 


197956 


Contig ID 


37108_1.R1039 


5 1 -most EST 


r A * ATI i 

g5049734 


Method 


BLASTX 


NCBI GI 


g3451473 


BLAST score 


259 


E value 


3.0e-22 


Match length 


113 


% identity 


45 



NCBI Description (AL031349) 4-nitrophenylphosphatase [Schizosaccharomyces 
pombe] 
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Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197957 

37143_1.R1039 

LIB3149-043-Q1-K1-A12 

BLASTX 

g4432840 

326 

3.0e-30 

106 

62 

(AC006283) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 T -most EST 



197958 

37156_1.R1039 
uC-gsronu33B144g02bl 



Seq. No. 

Contig ID 
5 1 -most EST 



197959 

37157_1.R1039 
uC-gsflnu33B012c07bl 



Seq. No. 

Contig ID 
5 '-most EST 



197960 

37188J..R1039 
LIB3149-043-Q1-K1-F1 



Seq. No. 
Contig ID 
5' -most EST 



197961 

37199_1.R1039 
uC-gsflnu33B100a08bl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



197962 

37220JL.R1039 

LIB3149-044-Q1-K1-A4 

BLASTX 

g3893081 

523 

2.0e-53 

138 

70 

(AJ012747) MLH1 protein [Arabidopsis thaliana] 
197963 

37224JL.R1039 
LIB314 9-044-Q1-K1-B1 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197964 

37226JL.R1039 

uC-gsronu33B087e05bl 

BLASTX 

g2500517 

881 

3.0e-95 

183 

94 

EUKARYOTIC INITIATION FACTOR 4A-9 
>gi | 485951 | emb | CAA55736 | (X79135 ) 
tabacum] 



(EIF-4A-9) 

NeIF-4A9 [Nicotiana 



Seq. No. 
Contig ID 



197965 

37229 1.R1039 



26727 



5' -most EST 



LIB314 9-044-Q1-K1-B4 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 



197966 

37231_1.R1039 

LIB3197-035-Q1-M1-D1 

BLASTX 

g4206210 

402 

1.0e-56 

172 
70 

(AF071527) putative calcium channel [Arabidopsis thaliana] 
>gi|4263043|gb|AAD15312| (AC005142) putative calcium 
channel [Arabidopsis thaliana] 

197967 

37237_1.R1039 

uC-gsronu33B050f06bl 

BLASTN 

g3241927 

52 

6.0e-20 

175 

87 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MTE17 r complete sequence [Arabidopsis thaliana] 

197968 

37271JL.R1039 

LIB3149-044-Q1-K1-G6 

BLASTX 

g2842689 

227 

1.0e-18 

141 

39 

HYPOTHETICAL 50.4 KD PROTEIN C1F8.04C IN CHROMOSOME I 
>gi|1638851|emb|CAB03598i (Z81312) unknown 
[Schizosaccharomyces pombe] 

197969 

37277JL.R1039 
uC-gsflmaxxa091g09bl 

197970 

37316JL.R1039 

LIB3149-046-Q1-K1-E2 

BLASTX 

g2262116 

154 

8.0e-10 

138 
33 

(AC002343) cellulose synthase isolog [Arabidopsis thaliana] 
197971 

37317 1.R1039 
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5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq- No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-gsflmaxxa057c09bl 
197972 

37344_1.R1039 
uC-gsflnu33B018h03bl 

197973 

37362_1.R1039 

LIB3165-033-P1-K1-H4 

BLASTX 

gl706110 

361 

4.0e-34 

180 

44 

NON-GREEN PLASTID TRIOSE PHOSPHATE TRANSLOCATOR PRECURSOR 
(CTPT) >gi | 1143713 (U13632) non-green plastid 
phosphate/triose-phosphate translocator precursor [Brassica 
oleracea] 

197974 

37374JL.R1039 

LIB3166-039-P1-K1-G8 

BLASTX 

g4099914 

279 

9.0e-25 

79 

71 

(U91857) ethylene-responsive element binding protein 
homolog [Stylosanthes hamata] 

197975 

37383_1.R1039 
LIB3149-047-Q1-K1-D5 

197976 

37427_1.R1039 

LIB3149-047-Q1-K1-H9 

BLASTX 

g2228773 

209 

2.0e-16 
73 
63 

(AF001454; 
annuus ] 



Dc3 promoter-binding factor-2 [Helianthus 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



197977 

37431JL.R1039 
LIB3149-048-Q1-K1-A3 

197978 

37491JL.R1039 
g5046751 
BLASTX 
g2414622 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298 

7.0e-27 

107 

52 

(Z99259) 



conserved protein [Schizosaccharomyces pombe] 



197979 

37494__1.R1039 

uC-gsf Imaxxa047e07bl 

BLASTX 

gl621268 

848 

3.0e-91 

214 
73 

(Z81012) unknown [Ricinus communis] 
197980 

37494_2.R1039 

uC-gsflmaxxa058d06bl 

BLASTX 

g537313 

363 

1.0e-34 

96 

75 

(L36159) unknown protein [Medicago sativa] 
197981 

37531JL.R1039 

LIB3149-049-Q1-K1-D6 

BLASTX 

gl707657 

182 

3.0e-13 

79 

54 

(Z71640) DnaJ homologue [Pisum sativum] 
197982 

37539JL.R1039 
uC-gsflnu33B050ellbl 

197983 

37543_2.R1039 
LIB3149-049-Q1-K1-E4 

197984 

37553_1.R1039 

g5047750 

BLASTX 

g2244850 

338 

3.0e-31 

198 
45 

(Z97337) hypothetical protein [Arabidopsis thaliana] 
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Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197985 

37557_1.R1039 

LIB3149-049-Q1-K1-G1 

BLASTX 

gl363482 

466 

2.0e~46 

180 

59 

IAA11 protein - Arabidopsis thaliana >gi| 972925 (U18413) 
IAA11 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length- 

% identity 

NCBI Description 



197986 

37563JL.R1039 

LIB3197-033-Q1-M1-B9 

BLASTX 

g3482967 

754 

4.0e-80 

178 
79 

(AL031369) Protein phosphatase 2C-like protein 
thaliana] >gi | 4559345 | gb | AAD23006 . 1 1 AC006585JL 
protein phosphatase 2C [Arabidopsis thaliana] 



[Arabidopsis 
(AC006585) 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197987 

37565JL.R1039 

LIB314 9-04 9-Q1-K1-G6 

BLASTN 

g4559344 

42 

5.0e-14 

130 

83 

Arabidopsis thaliana chromosome II BAC F27C12 genomic 
sequence, complete sequence 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197988 

37595_1.R1039 

LIB3149-050-Q1-K1-C4 

BLASTX 

g3928543 

171 

4.0e-12 

109 
39 

(AB016819) 
thaliana] 



UDP-glucose glucosyltransf erase [Arabidopsis 



Seq. No. 

Contig ID 
5' -most EST 



197989 

37615JL.R1039 
LIB3149-050-Q1-K1-F1 



Seq. No. 
Contig ID 
5' -most EST 



197990 

37-631JL.R1039 
uC-gsflnu33B056h06bl 
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Method 


BLASTX 


NCBI GI 


g606942 


BLAST score 


635 


E value 


5.0e-66 


Ma +• on 1 on rf t h 


249 


% identity 


55 


NCBI Description 


(U13760) unknown [Gossypium hirsutum] 


Con* Mp, 


197991 


Contia ID 


37635 1.R1039 


S'-most EST 


uC-gsf Imaxxa061c04bl 


Sea No. 


197992 


Contia ID 


37641 1.R1039 


5 1 -most EST 


uC-gsronu33B011cl2bl 


Mpt hod 


BLASTX 


NCBI GI 


g4454048 


BLAST score 


281 


F. V3 1 TIP 


5 . Oe-25 


Mstfh 1 pncrtVi 

HCll-wil ± J. 1 


88 


% identity 


57 


NPRT Dp ^r*T i nt "i on 


(AL035394) putative protein [Arabidopsis thaliana] 


kj *3 VJ • IN V-r • 


197993 


Pont" i rr TO 


37646 1.R1039 


5' -most EST 


uC-gsflnu33B115c02bl 


TV/Id +- V* (^jH 


RT.ASTX 


NCBI GI 


g3882203 


BLAST score 


283 


ill V CL-L 


3. Oe-33 


Ma t r , }"i 1 pnrrt n 


135 


% i dpnt i t v 


59 


MPRT np<?PT"i r»t i nn 


(AB018284) KIAA0741 protein [Homo sapiens] 




197994 


Pont i rr TH 


37680 1.R1039 


5' -most EST 


g504 84*64 


Mot riH 


BLASTX 


NCBI GI 


g3037045 


BLAST score 


203 




1. Oe-15 


M^tph 1 pncrth 

L ia i— . l>ii _i_ i iy i-ii 


117 


% identity 


41 


NCBI Description 


(AF052621) hypothetical protein C0X4AL [Mus musculus 




197995 


Ponticr ID 


37682 1.R1039 


R ' —m net T? C T 1 


T,IR314"9-051-Ol-Kl-G7 


O fcr • IN • 


197996 


Pont in T H 


37683 1 R1039 


5' -most EST 


uC-gsflnu33B064c07bl 


Method 


BLASTX 


NCBI GI 


g3193314 


BLAST score 


381 


E value 


6.0e-37 


Match length 


103 
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% identity 70 

NCBI Description (AF069299) contains similarity to Arabidopsis scarecrow 
(GB:U62798) [Arabidopsis thaliana] 



Seq. No. 197997 

Contig ID 37702 J. .R1039 

5' -most EST g5044264 

Method BLASTX 

NCBI GI g2500026 

BLAST score 1291 

E value 1.0e-143 

Match length 291 

% identity 84 

NCBI Description ADENYLOSUCCINATE SYNTHETASE PRECURSOR (IMP— ASPARTATE 

LIGASE) >gi | 1616657 (U49389) adenylosuccinate synthetase 
[Arabidopsis thaliana] 

Seq. No. 197998 

Contig ID 37711JL . R1039 

5 '-most EST uC-gsf lnu33B080h06bl 

Method BLASTN 

NCBI GI g3869069 

BLAST score 34 

E value 3.0e-09 

Match length 282 

% identity 86 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MEB5, complete sequence [Arabidopsis thaliana] 

Seq. No. 197999 

Contig ID 37723_1 . R1039 

5 '-most EST LIB3149-053-Q1-K1-C8 

Method BLASTX 

NCBI GI g4432863 

BLAST score 177 

E value 2.0e-12 

Match length 190 

% identity 25 

NCBI Description (AC006300) putative phosphate /phosphoenolpyruvate 
translocator protein [Arabidopsis thaliana] 

Seq. No. 198000 

Contig ID 37730_1 . R1039 

5' -most EST LIB3196-016-P1-M1-A3 

Method BLASTX 

NCBI GI g3335359 

BLAST score 238 

E value 5.0e-20 

Match length 128 

% identity 45 

NCBI Description (AC003028) unknown protein [Arabidopsis thaliana] 



Seq. No. 198001 

Contig ID 37739__1 .R1039 

5' -most EST uC-gsronu33B042g06bl 

Method BLASTX 

NCBI GI gl922242 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



183 

2.0e-13 

67 

60 

(Y10084) 



hypothetical protein [Arabidopsis thaliana] 



198002 

37752JL.R1039 

LIB314 9-053-Q1-K1-G12 

BLASTX 

g3702343 

238 

1.0e-19 

163 

32 

(AC005397) putative homeotic gene regulator [Arabidopsis 
thaliana] 

198003 

37762J.. R1039 

LIB3149-053-Q1-K1-H5 

BLASTX 

g4567304 

150 

1.0e-12 

120 

41 

(AC005956) unknown protein [Arabidopsis thaliana] 
198004 

37772_1.R1039 

LIB3149-064-Q1-K1-E5 

BLASTX 

g4262147 

256 

5.0e-22 

113 

49 

(AC005275) putative homolog of transport inhibitor response 
1 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



198005 

37780JL.R1039 
LIB3149-054-Q1-K1-C3 

198006 

37787_1.R1039 
LIB3196-045-P1-M1-D2 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5* -most EST 



198007 

37806_1.R1039 
LIB3149-054-Q1-K1-F2 

198008 

37808JL.R1039 
uC-gsflnu33B145h08bl 
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Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198009 

37817_1.R1039 

LIB3189-010-P1-K1-A7 

BLASTX 

g4218120 

293 

8.0e-26 

301 

31 

(AL035353) Proline-rich APG-like protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 T -most EST 



198010 

37821_1.R1039 
LIB314 9-054-Q1-K1-G5 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198011 

37842JL.R1039 

uC-gsflnu33B078a05bl 

BLASTX 

g3023847 

659 

3.0e-69 

134 

50 

GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE 
PROTEIN >gi 12385376 I emb|CAA69934| (Y08678) G protein beta 
subunit-like [Medicago sativa] 

198012 

37848_1.R1039 

LIB314 9-055-Q1-K1-C3 

BLASTX 

g3264767 

142 

2.0e-16 

99 

50 

(AF071893) AP2 domain containing protein [Prunus armeniaca] 
198013 

37864_1.R1039 

g3326172 

BLASTX 

g3924597 

260 

1.0e-22 

97 

48 

(AF069442) putative oxidoreductase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

vSeq. No. 
Contig ID 



198014 

37877_1.R1039 
uC-gsronu33B137f07bl 

198015 

37883 1.R1039 



26735 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5" -most EST 
Method 
NCBI GI 



[Arabidopsis thaliana] 



uC-gsflnu33B059allbl 
BLASTX 
g2245024 
173 

1.0e-12 
74 
47 

(Z97341) cyanohydrin lyase homolog 
198016 

37900_1.R1039 

uC-gs f ImaxxaO 4 0 f 0 6b 1 

198017 

37928_1.R1039 

LIB3149-057-Q1-K1-E11 

BLASTX 

g3176676 

568 

3.0e-58 

228 

50 

(AC003671) Similar to carbonic anhydrase gb|L19255 from 
Nicotiana tabacum. ESTs gb|AA597643 / gb|T45390, gb|T43963 
and gb|AA597734 come from this gene. [Arabidopsis thaliana] 

198018 

37930JL.R1039 
g5048680 

198019 

37932_1.R1039 

uC-gsflmaxxa091g02bl 

BLASTX 

gl518540 

368 

4.0e-35 

81 

83 

(U53418) UDP-glucose dehydrogenase [Glycine max] 
198020 

37934JL.R1039 

LIB3166-039-P1-K1-G1 

BLASTX 

g4455201 

542 

2.0e-55 

143 

76 

(AL035440) grpE like protein [Arabidopsis thaliana] 
198021 

37951_1.R1039 
g5047812 
BLASTX 
g3878412 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 



158 

2.0e-10 

120 

33 

(Z77666) cDNA EST EMBL: T01059 comes from this gene; cDNA 
EST EMBL:D71534 comes from this gene; cDNA EST EMBL:D74514 
comes from this gene; cDNA EST EMBL:D66796 comes from this 
gene; cDNA EST EMBL:C11630 comes from this gene; cDN 

198022 

37959JL.R1039 
LIB3149-057-Q1-K1-E1 



Seq. No. 
Contig ID 
5 T -most EST 



198023 

37963_1.R1039 
LIB3149-057-Q1-K1-E2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198024 

37973_1.R1039 

LIB3149-057-Q1-K1-F3 

BLASTX 

g2795807 

159 

8.0e-ll 

81 

44 

(AC003674) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



198025 

37993_1.R1039 
LIB3149-057-Q1-K1-H10 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198026 

38004JL.R1039 

g5047128 

BLASTX 

g2493046 

785 

8.0e-84 

195 

78 

ATP SYNTHASE DELTA' CHAIN, MITOCHONDRIAL PRECURSOR 
>gi|82297|pir| IA41740 H+-transporting ATP synthase (EC 
3.6.1.34) delta' chain precursor - sweet potato 
>gi|217938|dbj |BAA01511| (D10660) mitochondrial Fl-ATPase 
delta subunit [Ipomoea batatas] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198027 

38005_1.R1039 

uC-gsflnu33B051d09bl 

BLASTX 

g3269289 

410 

4.0e-40 

105 

75 

(AL030978) putative protein [Arabidopsis thaliana] 
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Qprr No. 


198028 


Contig ID 


38010 1.R1039 


S'-mndt F^T 


LIB3149-059-Q1-K1-B9 


Method 


BLASTX 


NCBI GI 


gl743354 


RT.ftST qrorp 

UXXTlkJ X O^-V-'J-v; 


677 


F. va 1 hp 


2.0e-71 




157 




77 




(Y09876) aldehyde dehydrogenase 


l_> ~ * LNU ■ 


198029 


Contia ID 


38019 1.R1039 




LIB3149-059-Q1-K1-D11 


Method 


BLASTX 


NCBI GI 


g2104446 


nl inii X C 


136 


F wa 1 

JZj V d X LiC 


1. 0e-09 


L v lclLUIl J_t5XJ.y L.II 


165 


& "i Horfh "i 1r\7 
x> lUcuLXLy 


25 


NCBI Description 


(Z95396) WD-repeat protein [Schi 


O * is \J * 


198030 


fontia ID 


38025 1.R1039 


Ri-mnef F.ST 


LIB3189-022-P1-K1-G1 


Mpthod 


BLASTX 


NCBI GI 


gll70168 


BLAST score 


197 


E value 


3.0e-15 


Match length 


108 


% identity 


47 


NCBI Description 


HOMEOBOX-LEUCINE ZIPPER PROTEIN 



(NAD+) [Nicotiana tabacum] 



>gi 1 549884 (U09333) homeobox protein 



(HD-ZIP PROTEIN 1) 
[Arabidopsis thaliana] 
[Arabidopsis thaliana] 



>gi I 2245105 | emb I CAB10527 | 
[Arabidopsis thaliana] 



(Z97343) unnamed protein product 



Seq. No, 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



198031 

38039JL.R1039 

LIB3166-057-P1-K1-E2 

BLASTX 

g2204077 

229 

1.0e-18 

102 

48 

(D85623) extracellular insoluble cystatin [Daucus carota] 
198032 

38047JL.R1039 
uC-gsronu33B126f03bl 



Seq. No. 
Contig ID 
5' -most EST 
Method 



198033 

38054_1.R1039 

LIB3165-028-P1-K1-C4 

BLASTX 
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® 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2827992 
465 

3.0e-46 

235 

41 

(AF034743) UDP-glucuronosyltransf erase [Pisum sativuml 
198034 

38056_1.R1039 

LIB3149-059-Q1-K1-H7 

BLASTX 

g4263771 

398 

2.0e-38 

117 

64 

(AC006218) putative nonspecific lipid-transf er protein 
precursor [Arabidopsis thaliana] 



Seq. No. 




Contig ID 


38057 1.R1039 


5 r -most EST 


LIB3149-059-Q1-K1-H8 


Seq. No. 


iyou jo 


Contig ID 




5' -most EST 


LIB314 9-060-Ql-Kl-Ao 


Method 




NCBI GI 


-O o ^ r\ f O O 

g2832682 


BLAST score 


210 


E value 




Match length 


119 


% identity 


46 


NCBI Description 


(AL021712) hypothetical protein 


Seq. No. 


198037 


Contig ID 


38064 1.R1039 


5 '-most EST 


LIB3165-008-P1-K1-C12 


Method 


BLASTN 


NCBI GI 


g2832667 


BLAST score 


35 


E value 


4.0e-10 


Match length 


47 


% identity 


94 


NCBI Description 


Arabidopsis thaliana DNA chromos 




(ESSAII project) 


Seq. No. 


198038 


Contig ID 


38067 1.R1039 


5' -most EST 


uC-gsronu33B158d03b2 


Method 


BLASTX 


NCBI GI 


g3687239 


BLAST score 


611 


E value 


1.0e-63 


Match length 


119 



% identity 

NCBI Description 



97 

(AC005169) putative clathrin coat assembly protein 
[Arabidopsis thaliana] 
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Seq. No. 
Contig ID 
5' -most EST 



198039 

38076_1.R1039 
LIB3149-060-Q1-K1-C3 



Seq, No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 ? -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198040 

38080JL.R1039 

uC-gsronu33b023e05bl 

BLASTX 

g4006886 

757 

1.0e-80 

200 

74 

(Z99708) putative protein [Arabidopsis thaliana] 
198041 

38094__1.R1039 
LIB3196-033-P1-M1-E9 

198042 

38098_1.R1039 

LIB3272-032-P1-K1-C4 

BLASTX 

g2454182 

306 

8.0e-28 

79 

72 

(U80185) pyruvate dehydrogenase El alpha subunit 
[Arabidopsis thaliana] 

198043 

38170_1.R1039 
LIB3149-062-Q1-K1-C4 

198044 

38175_1.R1039 

LIB3197-006-P1-M1-D12 

BLASTX 

g3941289 

398 

2.0e-38 

188 

46 

(AF018093) similarity to SCAMP37 [Pisum sativum] 
198045 

38181JL.R1039 

uC-gsflnu33B089a02bl 

BLASTX 

g3877256 

163 

7.0e-ll 

87 

44 

(Z50177) similar to lipase [Caenorhabditis elegans] 
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Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198046 

38188_1.R1039 

LIB3197-052-Q1-M1-E6 

BLASTX 

g3075398 

551 

2.0e-56 

194 

53 

(AC004484) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



198047 

38193_1.R1039 
LIB3149-062-Q1-K1-F3 



Seq. No. 
Contig ID 
5' -most EST 



198048 

38202_1.R1039 
LIB3149-062-Q1-K1-G3 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198049 

38205_1.R1039 

g5048394 

BLASTX 

g4262240 

679 

5.0e-86 

262 

35 

(AC006200) putative stress protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198050 

38234J..R1039 

uC-gsflnu33B146dl2bl 

BLASTX 

g4204265 

203 

8.0e-16 

53 
72 

(AC005223) 45643 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198051 

38239_1.R1039 

uC-gsflmaxxa003h08bl 

BLASTX 

g4218120 

505 

3.0e-51 
145 
66 

(AL035353) 
thaliana] 



Proline-rich APG-like protein [Arabidopsis 



Seq. No. 
Contig ID 
5' -mo st EST 



198052 

38297_1.R1039 
uC-gsflnu33B073b07bl 
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oeq • LNU • 




P^Tit- i rr T Pi 


JO Jll 1 t JAiU J J 


0 IlIOSL. iliOl 


y JU14JOJ 


Method 


BLASTX 


NCBI GI 


g4127662 


"RT Zi Q T cfnrp 




Tra 1 no 
£i VdlUc 


1 . Oe-92 


Match length 


263 


% identity 


60 


INOijI UcoUliptlUIl 


(Y11176^ frnrtri<?ida^p TPi rhori utti intvbusl 

l i 1 J L 1 \J 1 J. J. Uu UUu ±\luu w |_ w -L- UllVX. X. WILLI _l_ 1 1 (_ ^ ^ J 


Seq. No. 


198054 


Contig ID 


38317 1.R1039 




T.TR^I 4 9-064-O1-K1-D6 


beq. wo. 




L^OliLly 1JJ 


JO / 1 ,1\1UJ J 


U iUUO t_ £iJl 


nP-rrVfl maxxa002e04bl 

LX\_/ UD J LiLLQAAGU Wt.CUTJJ± 


C £i rr \T/"\ 

oeq • INO • 


1 JO vj J o 


Print- n rr TPl 


^8333 1 R103Q 

*J> U <*J <*J J X • JAX U J 




T.TR31 n^-OPl-Pl-Kl-Gll 

LllDJXU J V ^> -L X7 J- 1\ -L V31X 


Method 


BLASTX 


NCBI GI 


gl673344 


DIlRO 1 fauOlc 


1 66 


ej value 


o Do-I 1 
O. Uc 11 


Match length 


53 


% identity 


55 


jnui3± uesciipuion 


fr\(\AC\C\0\ n\rririi-h*ai- 1 1 nrnf pi n rSvnprhnrvst is 


beq. no. 




contig id 


jojjO I.KIUjj 


0 IuOSl. Hib 1 


T TR^I 4~Q — fl 64 — HI —Kl — RI 1 
LiIDOIt J UDi \i± i\l Oil 


beq. no. 


1 i70 UJO 




38343 1 R1039 




rrSn4fi?TQ1 


Method 


BLASTX 


NCBI GI 


g4455174 


DlxrliD 1 oL.vJ.LfcS 


eL ~J Zf 


E value 


1 flea— 1 Q 
1 > Uc 1 Z7 


Match length 


78 


% identity 


55 


NCbl uesci xpuion 


CAT 0 ^ R R'? 1 \ nnf af -i tto Tiro - ) - ** i n X IX rah "l Hon c; "i c? t*ln ^ 1 
^/iLU J ODZl } pil uci L.1 V piCJutrlXl LrtldUlUUL'olD Lllal 


beq. no. 




^-v rs 4- n j-r T T~"\ 

uontiig iu 


jOjj / 1,1\1Ujj 


D lUObL ILOl 


T TR^1^ c i-n4fi-ni -K1 -R^ 

ItlDJltJ J U 1 U S^l x^l ^J 


Seq. No. 




Contig ID 


38395 1.R1039 


5 '-most EST 


LIB3165-037-P1-K1-C4 


Method 


BLASTX 


NCBI GI 


g3426051 


BLAST score 


159 


E value 


1.0e-10 
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Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



63 
56 

(AC005168) hypothetical protein [Arabidopsis thaliana] 
198061 

38397_1.R1039 
LIB3197-047-Q1-M1-E7 

198062 

38407 JL.R1039 

LIB3165-001-Q1-K1-F9 

BLASTX 

g2496789 

843 

1.0e-90 

228 
72 

1-DEOXY-D-XYLULOSE 5-PHOSPHATE REDUCTOI SOMERASE (DXP 
REDUCTOISOMERASE) >gi | 1001556 | dbj | BAA10183 | (D64000) 
hypothetical protein [Sypechocystis sp.] 

198€63 

38427_1.R1039 
LIB3272-042-P1-K1-F6 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



198064 

38451_1.R1039 
uC-gsronu33B044gllbl 

198065 

38452_1.R1039 

LIB3165-002-Q1-K1-D12 

BLASTX 

g4263710 

510 

9.0e-52 

104 

52 

(AC006223) putative pur-alpha transcriptional activator 
protein [Arabidopsis thaliana] 

198066 

38454_1.R1039 

LIB3165-002-Q1-K1-D3 

BLASTX 

g3157952 

336 

2.0e-31 

120 

60 

(AC002131) F12F1.11 [Arabidopsis thaliana] 
198067 

38455JL.R1039 

uC-gsronu33B159fllbl 

BLASTX 

g3415117 
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BLAST score 


477 


F Inp 


5.0e-54 


Match 1 pncjth 


303 


% identity 


42 


NCBI Description 


(AF081203) villin 3 [Arabidopsis thaliana] 




198068 


Prin-f- i rr T T) 


38458 1 R1039 


V-mn<!t- F^T 


LIB3165-002-O1-K1-D7 




198069 


V^p \J 1 i C- X. y -X. JU' 


38459 1.R1039 


5 1 -most EST 


LIB3165-014-P1-K1-D12 


L.11UU 


RT.ASTX 


NCBI GI 


g2618686 


BLAST score 


130 


F. \tf\ 1 hp 


4 . 0e-13 




111 


% identity 


44 


NCBI Description 


(AC002510) hypothetical protein [Arabidopsi 


Sea No 


198070 


Print- i rr TD 


384 62 1 R1039 


J IIHJ o L. £iJl 


LTB3 165-002 -01-K1 -Ell 




198071 


OQiitxy xu 


38471 1 R1039 


5 T -Tnn<?t EST 


LIB3165-002-Q1-K1-F11 




RT.ASTN 

XJXXTlkJ X IN 


NCBI GI 


g3821780 


BLAST score 


36 


Hi VQl U.C 


9 . 0e-ll 


<^*Vi 1 oti rri - n 


37 


& i Honf" "i 1~\7 


61 


XTP"DT r>/-\ o i -v-^+- -t on 
lN^-DX UcoOIipLlUii 


ypnnnnq 1 apvi ^ cDNA clone 27A6— 1 


Q /-\/-r NT/^i 

oecj" LNU . 


1 9807? 




O O *± f *4 X • r\.X yJJ 


S'-mo^t EST 


uC-gsfTnu33B088dl0bl 




BLASTX 


NCBI GI 


g2505872 


BLAST score 


144 


F va liip 

11* V uXUC 


6. Oe-09 


M^'hr'n 1 onrrl - n 

liCLL-Wll xcny Lll 


63 


15 xuciiLXLy 


52 


LNUDX UcoUI. Xp LXUI1 


/yi9097^ hvnnthptical nrotein TArabidODsis 


C /-i /-x "Mrt 

oecj* iNu . 


X ZJ O VJ / J 


uonuxg xu 


OO 4 ! / VJ X • JA± U J ^ 


R ' -mnqt EST 


LIB3165-043-O1-K1-E6 


L v lt£ LilUU 


RT.ASTX 


NCBI GI 


g3334223 


BLAST score 


510 


E value 


7.0e-52 


Match length 


143 


% identity 


69 


NCBI Description 


4 -HYDROXY PHENYLPYRUVATE DI OXYGENASE (4HPPD) 



(HPD) 
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>gi | 2145039 (AF000228) p-hydroxyphenylpyruvate dioxygenase 
[Arabidopsis thaliana] >gi 12392518 (U89267) 
p-hydroxyphenylpyruvate dioxygenase [Arabidopsis thaliana] 
>gi 1 3098559 (AF047834) 4-hydroxyphenylpyruvate dioxygenase 
[Arabidopsis thaliana] 





198074 




38527 1 R1039 




LIB3165-003-P1-K1-D11 






NCBI GI 


g3327394 




163 


£j v a. J- u." 


3 . Oe-ll 


Match l^ncrth 


50 


% n ripnt it v 


56 


NCBI Description 


(AC004483) putative RNA helicase [Arabidopsis thaliana] 




198075 


fon +■ i rr TH 

ouiiL.xy lu 


JO JJJ X ■ I\XU J J 


5 '-most EST 


LIB3197-023-Q1-M1-G7 


Method 


BLASTX 


MfDT (IT 


al 931639 


LjIxMO 1 oLUI C 




Hj ValUc 


1 • Ufc; 1-7 


iyiai.cn ieng in 


i<£ o 


9* 1 ^3 4* T T 7 

^ lueuLity 




jnujdi Description 


fncmQ7'5> 1 T/QnnhriQnhnl inac!^ i <?nl na f Archil Hoinc? "l ^ thaliana 


Cfiff XT p. 


198076 


LOntiy 1JJ 






iilCJlUJ Uu J JT± x\.l HjIU 


Seq. No. 


198077 


Contig ID 


38536 1.R1039 


5' -most EST 


LIB3165-024-P1-K1-A1 


Method 


BLASTX 


NCBI GI 


g!19937 


BLAST score 


390 


E value 


9.0e-38 


Match length 


120 


% identity 


63 


NCBI Description 


FERREDOXIN I PRECURSOR >gi | 6574 1 | pir | | FESP1 ferredoxin 




[2Fe-2S] I precursor - spinach >gi 1170109 (M35660) 



ferredoxin I precursor [Spinacia oleracea] 
>gi 1227453 | prf | | 1704156A ferredoxin I [Spinacia oleracea] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198078 

38541_1.R1039 

uC-gsflnu33B04 6b01bl 

BLASTX 

gl881585 

225 

2.0e-18 

88 

67 

(U72489) remorin [Solanum tuberosum] 
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Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198079 

38544_1.R1039 

LIB3165-003-P1-K1-F11 

BLASTX 

g3288821 

557 

3.0e-57 

133 

78 

(AF063901) alanine rglyoxylate aminotransferase; 
transaminase [Arabidopsis thaliana] 



Seq. No, 
Contig ID 
5 '-most EST 



198080 

38545J..R1039 
LIB3165-003-P1-K1-F2 



Seq. No. 
Contig ID 
5' -most EST 



198081 

38553JL.R1039 
LIB3165-003-P1-K1-G1 



Seq. No. 

Contig ID 
5' -most EST 



198082 

38568J..R1039 
LIB3165-014-P1-K1-E9 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198083 

38570_1.R1039 

LIB3165-020-P1-K1-F3 

BLASTX 

gll638 

227 

4.0e-42 

126 
76 

(X01647) open reading frame (ORF701) 
(aa 1-487) [Marchantia polymorpha] 



pot . membrane protein 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198084 

38600_1.R1039 

uC-gsronu33B008e01bl 

BLASTX 

g541951 

516 

2.0e-52 

129 

77 

SPCP2 protein - soybean >gi 1310578 
[Glycine max] 



(L12258) nodulin-26 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



198085 

38600_2.R1039 

LIB3165-004-P1-K1-D7 

BLASTX 

g541951 

360 

3.0e-34 

94 

46 
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NCBI Description 



SPCP2 protein - soybean >gi 1310578 (L12258) nodulin-26 
[Glycine max] 



Seq. No. 


198086 


Contig ID 


38611 1.R1039 


S'-most EST 


LIB3272-014-P1-K1-A7 


Seq. No. 


198087 


Contig ID 


38616J..R1039 


5 ! -most EST 


LIB3165-025-P1-K1-F12 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


33 


E value 


6.0e-09 


Match length 


37 


% identitv 


97 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


198088 


Contig ID 


38618J..R1039 


5 1 -most EST 


uC-gsflmaxxa006allbl 


Method 


BLASTX 


NCBI GI 


g2580440 


BLAST score 


231 


R va 1 np 

1_J V C*L -i— LJ. 


8 . 0e-19 


Match length 


58 


S; -1 Hf=*nt" "i i~ v 


74 




fD87?61) PCF2 TOrvza satival 




198089 


Contig ID 


38631 1.R1039 


5 '-most EST 


LIB3165-004-P1-K1-H1 


Method 


BLASTX 


NORT GI 

\j xj -X v_r X- 


al256595 


BLAST score 


369 


E value 


2.0e-35 


Match lencrth 


106 


% identity 


65 


NPRT Dp^rri nt"i on 


(U38915) LytB [Synechocystis PCC6803] 


Seq. No. 


198090 


Contia ID 


38632 1.R1039 


5' -most EST 


LIB3197-060-O1-M1-F8 


Seq. No. 


198091 


Contig ID 


38644 1.R1039 


5' -most EST 


g5047762 


Method 


BLASTX 


NCBI GI 


g3193298 


BLAST score 


400 


E value 


9.0e-39 


Match length 


120 


% identity 


62 


NCBI Description 


(AF069298) T14P8.17 gene product [Arabidop; 


Seq. No. 


198092 


Contig ID 


38658_1.R1039 
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5' -most EST 


LIB3165-005-P1-K1-C10 


Method 


BLASTX 


NCBI GI 


g3785986 


BLAST score 


161 


E value 


5.0e-ll 


Match length 


78 


% i dent i tv 


53 


Wf*RT De^criotion 


(AC005560) RGA1 protein [Arabidopsis thaliana] 


O " • IN » 


198093 


Print "i rr TD 


38663 1.R1039 


5 '-most EST 


LIB3165-005-P1-K1-C6 


Method 


BLASTX 


NCBI GI 


gl653242 


BLAST score 


272 


E value 

i-J V t«L.J— 


1.0e-23 


Match length 


264 


$; i (ipn t* i t v 


29 


NCRT n^^pir int i on 


(D90912) hypothetical protein [Synechocystis sp.] 


i-J C ^ • \J • 


198094 


Print irr TD 


38675 1.R1039 


S'-most EST 


LIB3165-005-P1-K1-D7 


Mpt hr>H 


BLASTX 


NCBI GI 


g4454459 


BLAST score 


626 


R va 1 hp 

i_i V CI -L- 


2 . Oe-65 


Matph 1 pnrrth 


149 


% identity 


80 


NCBI Description 


(AC006234) unknown protein [Arabidopsis thaliana] 




198095 


Print 1 1 rr TFl 


"38676 1 R1039 

OOU/U JL • IA X w _y 




LIB3 165-0 43-01-K1-D12 


o c ^ * in w « 


198096 


Pont i rr TD 


38680 1.R1039 


5 '-most EST 


LIB3196-053-P1-M1-D2 


Method 


BLASTX 


NCBI GI 


gl653016 


BLAST score 


141 


K value* 

i-J VUXUv 


1.0e-08 


Matph 1 pnrrth 

L Id l_twiJ. XCliy Lli, 


84 


§- -J H^int H t\7 


39 




hvoothetical Drotein fSvnechocvstis sp.l 




198097 


fnrit" i rr TD 


38682 1.R1039 


5 1 -most EST 


LIB3166-043-P1-K1-C5 


Method 

lis? 


BLASTX 


NCBI GI 


g3850111 


BLAST score 


248 


E value 


1.0e-33 


Match length 


231 


% identity 


42 


NCBI Description 


(AL033388) hypothetical integral membrane protein 



involvement in lipid metabolism [Schizosaccharomyces pombe] 
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198098 


Contia ID 


38683 1.R1039 


5 T -most EST 

sj ALLS-/ u ^— ' 


LIB3165-005-P1-K1-E4 


Method 


BLASTX 


NCBI GI 


g3861068 


BLAST score 


278 


T? TTfl 1 lip 

j_i v a -l u. v!? 


2.0e-24 


Mp1~r*h 1 pncrth 


149 


% "i d^nt it v 


40 


NCBI Description 


(AJ235272) unknown [Rickettsia prowazekii] 


Son- No 


198099 


Contia ID 


38683 2.R1039 


>J ILL WO L. iJiJ 1 


LIB3196-053-P1-M1-H9 


Method 


BLASTX 


NCBI GI 


g3861068 


RT.AST score 


145 


tt"3 1 no 


4 . 0e-09 


Match length 


65 


% identity 


45 




(AJ235272) unknown [Rickettsia prowazekii] 




198100 




^pfiqp 1 R1039 


5 '-most EST 


LIB3165-005-P1-K1-G1 




198101 


Contia ID 


38710 1.R1039 


r < — most" EST 


g5048267 


Mot* H r>H 


BLASTN 


NCBI GI 


g3738275 


BLAST score 


38 


lllP 
ill V d _L LLC 


1.0e-ll 


M^"hph 1 pnerth 


118 


% identity 


83 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F17A22 




sequence, complete sequence [Arabidopsis thai: 




198102 


font" i n TV) 


38714 1.R1039 


5 1 -most EST 


LIB3165-006-P1-K3-A1 




198103 


Contia ID 


38719 1.R1039 


-J lilKJ O L, Hi t-J x 


LIB3165-006-P1-K4-A8 




BLASTX 


NCBI GI 


g4206122 


BLAST score 


428 


F 1 np 

Hi v GL-L LiC 


7.0e-42 


Match length 


232 


% identity 


42 


NCBI Description 


(AF097667) protein phosphatase 2C homolog [Me 




crystallinum] 


Seq. No. 


198104 


Contig ID 


38737_1.R1039 



26749 



5' -most EST 



LIB3165-006-P1-K3-C3 



Seq. No. 


198105 


Contia ID 


38738 2.R1039 


S'-mo^t EST 


LIB3165-006-P1-K1-C5 




198106 


Contia ID 


38741 1.R1039 


5 1 -most EST 


LIB31 65-00 6-P1-K3-D12 


Sea. No. 


198107 


Contia ID 


* 38749 1.R1039 


5 1 -most EST 


LIB3165-006-P1-K4-D8 


Method 


BLASTN 


NCBI GI 


g3869069 


BLAST score 


39 


E value 


2.0e-12 


Match length 


133 


% identity 


86 


NCBI Description 


Arabidopsis thaliana 



MEB5, complete sequence [Arabidopsis thaliana] 

Seq. No. 198108 

Contig ID 38756_1 .R1039 

5' -most EST LIB3165-006-P1-K1-E6 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198109 

38759_1.R1039 

LIB3165-006-P1-K3-F1 

BLASTX 

g3928543 

661 

3.0e-69 
201 
59 

(AB016819) 
thaliana] 



UDP-glucose glucosyltransferase [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 



198110 

38766J..R1039 
LIB3165-006-P1-K3-F8 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198111 

38768_1.R1039 

LIB3165-006-P1-K3-G1 

BLASTX 

g231610 

141 

1.0e-17 

101 
58 

ATP SYNTHASE GAMMA CHAIN, CHLOROPLAST PRECURSOR 
>gi|67880|pir||PWNTG H+-transporting ATP synthase (EC 
3.6.1.34) gamma chain precursor, chloroplast - common 
tobacco >gi|19785|emb|CAA45152| (X63606) ATP synthase 
(gamma subunit) [Nicotiana tab a cum] 



26750 




R ^ rr NIo 

kj C ^ • 1» • 


198112 


Pnn t* in TP) 


38776 1 R1039 


5 1 -most EST 


g3326459 


Mpp hoci 


BLASTX 


NCBI GI 


g4512667 


BLAST score 


734 


F. 1 np 

111 V CL __. _<l 


6. Oe-78 


iYIci.Lv_.Il -LfcJliy HI 






76 


W^Dl ucouiiptiuii 


/AfOflfiQ^l 1 nutative MAP kinase TArabidoDsis thaliana 1 


O C *JJ[ • LN L> • 


198113 


font - 1 rr TH 


^8776 ? R1039 


S f -most EST 


LIB3165-006-P1-K3-H1 


Mo'hhioH 

L 1C L. 1 1<_/^_A 


BLASTX 

JL_^ JJ-Taw -I- _C i 


NCBI GI 


g4512667 


BLAST score 


792 


TP XT 1 1 1 p 

i_» v ax 


9. Oe-85 


Mat"pri 1 printr! 


183 


9t t rl on +■ t 4~ \7 
o _n_it;iii l u_y 


79 




(AC006931) putative MAP kinase [Arabidopsis thaliana] 




198114 


Pnnf i rr T Pi 
k^UIlC-Ly XU 


^8781 1 R1039 


S'-mnqr F.ST 


LIB3166-008-P1-K1-D5 


Mof Vi r\rl 
L 1C LllL/Ll 




NCBI GI 


g3582333 


BLAST score 


1204 


F 1 1 10 

Hi V ax Lit; 


1 Oe-133 


Ma i~ 1 prirrMn 

no. LUli J.CUU Lll 


268 


% identity 


82 


NCBI Description 


(AC005496) hypothetical protein [Arabidopsis thaliana] 


Corr No 


198115 


uontiy xu 


^fi7Q_l 1 Rl fl^Q 

JO / 74 -L • l\X U O -7 




T.TR^I^^-nnfi-PI -K3-A7 




1 Q81 1 

12/0110 


Pnnfi rr TPl 

^onxj_.y 


JOU J J i»X\l\J_>_? 


S'-mn^i- F9T 


LTB3165-006-P1-K2-H2 

J_J u. J_J J X V J WWW J--L iv£i 


t lC L.11VJVJ1 


BLASTX 




a3482918 


BLAST score 


140 


E value 


2.0e-17 




111 






NCBI Description 


(AC003970) Similar to ATP-citrate-lyase [Arabidopsis 




thaliana] 


OCtJ. INO. 


1 981 1 7 
xz?o X x t 




"}ft ft 1 R1 H^Q 


o "most HiOi 


t m^i "fiR— nn^-Pi —v^~v\a 

LlDjlQj UUO JrX JTVO Xlrt 


Seq. No. 


198118 


Contig ID 


39011 1.R1039 


5 '-most EST 


LIB3165-007-P1-K1-C8 , 


Method 


BLASTX 



26751 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2244797 
144 

5.0e-09 

52 

58 

(Z97336) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 1 -most EST 



198119 

39016_1.R1039 
LIB3165-017-P1-K1-H4 



Seq. No. 
Contig ID 
5 ' -most EST 



198120 

39028_1.R1039 
LIB3165-007-P1-K1-C6 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198121 
39029_1 
LIB3165 
BLASTX 
g3335378 - 
470 

9.0e-47 

138 

67 

(AC003028 
thaliana] 



R1039 

007-P1-K1-C7 



Myb-related transcription activator [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198122 

39056_1.R1039 

LIB3165-007-P1-K1-F6 

BLASTX 

g2135053 

176 

3.0e-12 

148 

26 

E1B 19K/Bcl-2-interacting protein Nip2 - human >gi 1558844 
(U15173) BCL2 /adenovirus E1B 19kD-interacting protein 2 
[Homo sapiens] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198123 

39059_1.R1039 

LIB3165-007-P1-K1-G10 

BLASTX 

gl419090 

365 

7.0e-35 

104 

70 

(X94968) 37kDa chloroplast inner envelope membrane 
polypeptide precursor [Nicotiana tabacum] 



Seq. No. 
Contig ID 
5' -most EST 



198124 

39080JL.R1039 
LIB3165-055-P1-K1-H4 



Seq. No. 



198125 



26752 



Contig ID 
5' -most EST 



39099_1.R1039 
LIB3196-025-P1-M1-B11 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198126 

39119J..R1039 

uC-gsflmaxxa040g02bl 

BLASTX 

g3335350 

422 

1.0e-41 

126 

58 

(AC004512) Similar to gb|Z84386 anthranilate 
N-hydroxycinnamoyl/benzoyltransferase from Dianthus 
caryophyllus . [Arabidopsis thaliana] 

198127 

39131JL.R1039 * 

LIB3165-031-P1-K1-C12 

BLASTX 

gl352683 

219 

9.0e-18 

60 

73 

PROTEIN PHOSPHATASE 2C PPH1 (PP2C) >gi 1995839 (U34803) 
protein phosphatase homolog [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 T -most EST 



198128 

39137JL.R1039 
LIB3272-026-P1-K1-B4 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198129 
39141_1 
LIB3166 
BLASTX 
g3355480 
453 

4.0e-45 

134 

63 

(AC004218 
thaliana] 



R1039 
045-P1- 



■K1-E5 



Medicago nodulin N21-like protein [Arabidopsis 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198130 
39145_1 
LIB3165 
BLASTX 
g3880432 
162 

4.0e-ll 

60 
48 

(Z66521) 
yk!98el0 
from this 



R1039 
009-P1- 



■Kl-Al 



similar to kinensin-like protein; cDNA EST 
3 comes from this gene; cDNA EST ykl98e!0.5 comes 
gene [Caenorhabditis elegans] 



26753 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198131 

39149_1.R1039 

LIB3165-009-P1-K1-A3 

BLASTX 

gl28194 

576 

8.0e-74 

195 

65 

NITRATE REDUCTASE (NR) 
reductase (NADH) (EC 1. 



>gi|81572|pir| 1A41667 nitrate 
6.6.1) - winter squash >gi|1674 9< 



(M33154) nitrate reductase [Cucurbita maxima] 



C £1 rr "K\r\ 

oeq • jnq • 


1 Q R1 32 


conuig ijj 


O j ± D f -L * IS.X UJJ 


5 '-most EST 


LIB3165-044-Q1-K1-F1 


Method 


BLASTX 


NCbl bl 


g*t ujiduo 


jDiiAbJ. score 




E value 


i . ue-yy 


Match length 




% identity 


1 Q 

/ y 


NCBI Description 




beq. no. 


Xyt) loo 


Contxg ID 


oyi/o i.Kiuoy 


rr i -— — —4- r»nm 

5 '-most EST 


t t tj o *i _ n /i >i _m —Tfi —up 
LIdjIoo U4y~yi J\i no 


Method 


BLASTX 


NCBI GI 


g4115357 


BLAST score 




E value 




Match lengtn 


IOC 

loo 


% identity 


4J 


NLisi Description 




Seq. No. 


iyoio4 


pAnf i rr T T\ 
L'OnT-J.y XL? 




5' -most EST 


LIB3165-009-P1-K1-D7 


Method 


BLASTX 


NCBI GI 


g4455256 


BLAST score 


438 


E value 


2.0e-43 


Match length 


112 


% identity 


72 


NCBI Description 


(AL035523) protein-methionine-S- 




[Arabidopsis thaliana] 


Seq. No. 


198135 


Contig ID 


39199 1.R1039 


5' -most EST 


g5044906 


Method 


BLASTX 


NCBI GI 


g3024908 


BLAST score 


301 


E value 


6.0e-27 


Match length 


179 



2 [Malus domestica] 



% identity 

NCBI Description 



40 

HYPOTHETICAL 27.2 KD PROTEIN SLL0875 



26754 



>gi 1 1652675 | dbj |BAA17595| (D90907) hypothetical protein 
[Synechocystis sp.] 



Seq. No. 


198136 




Contig ID 


39238 1.R1039 




5 1 -most EST 


LIB3165-011-P1 


-K1-] 


Seq* No. 


198137 




Contig ID 


39246 1.R1039 




5 '-most EST 


LIB3165-011-P1 


-Kl-< 


Seq. No. 


198138 




Contig ID 


39252 1.R1039 




5 ? -most EST 


LIB3165-011-P1 


-Kl- 


Method 


BLASTX 




NCBI GI 


g3122232 




BLAST score 


279 




E value 


8.0e-25 




Match length 


105 




% identity 


58 




NCBI Description 


MITOCHONDRIAL 


HEAT 



>gi 1 1669866 (U72958) AtHSP23 . 6-mito [Arabidopsis thaliana] 
>gi|4454008|emb|CAA23061| (AL035396) Arabidopsis 
mitochondrion-localized small heat shock protein 
(AtHSP23. 6-mito) [Arabidopsis thaliana] 



Seq. No. 


198139 


Contig ID 


39253 1.R1039 


5' -most EST 


LIB3165-017-P1-K1-F8 


Method 


BLASTX 


NCBI GI 


g3236255 


BLAST score 


176 


E value 


2.0e-12 


Match length 


99 


% identity 


41 


NCBI Description 


(AC004684) hypothetical ] 


Seq. No. 


198140 


Contig ID 


39264 1.R1039 


5 '-most EST 


LIB3165-011-P1-K1-E4 


Method 


BLASTX 


NCBI GI 


g2894568 


BLAST score 


176 


E value 


1.0e-12 


Match length 


62 


% identity 


60 


NCBI Description 


(AL021890) putative prot 


Seq. No. 


198141 


Contig ID 


39292 1.R1039 


5 '-most EST 


LIB3165-011-P1-K1-H12 


Seq. No. 


198142 


Contig ID 


39335 1.R1039 


5 '-most EST 


LIB3165-012-P1-K1-E10 


Method 


BLASTX 


NCBI GI 


g3193326 



26755 



II 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



157 

3-0e-13 

88 
58 

(AF069299) contains similarity to transcriptional 
activators such as Ra-like and myc-like regulatory R 
proteins [Arabidopsis thaliana] 



Seo. No. 


198143 


Pont i rr TH 


39342 1 R1039 


5 T -most EST 


LIB3165-012-P1-K1-E7 




RT.A^TX 


MpRT (IT 


a2231 046 


BLAST qrorp 


719 


F, value 1 


3.0e-76 


Match length 


162 


% identity 


86 




\ Ii£.UiO J LLC J. pi U LCJ.il [_ JT J_ O LULL 


oeq . no . 


J- JO -LH *i 


LfOni-ig iu 


"^Q^ R £ 1 PI Q 


o most iLoi 


rr9fifldlvi fs 


i*ieT-noQ 


pt aQTY 




gi doouo? 






TT T73 1 no 
Hi VaXlic 


o . uc z. o 


Ma I - f H 1 on rrf* H 


89 


% identity 


63 


NCBI Description 


(D90911) hypothetical protein 


Seq. No. 


198145 


Contig ID 


39360 1.R1039 


5 '-most EST 


LIB3165-022-P1-K1-A5 


Method 


BLASTN 


NCBI GI 


g3241924 


BLAST score 


48 


E value 


7.0e-18 


Match length 


289 


% identity 


82 


NCBI Description 


Arabidopsis thaliana genomic 



MNC6, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198146 

39361_1.R1039 

LIB3165-012-P1-K1-G6 

BLASTX 

g2191169 

109 

7.0e-ll 

85 

58 

(AF007270) Similar to shaggy related protein kinase. 
Belongs to the CDC2/CDKX subfamily [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



198147 

39370J..R1039 
LIB3165-012-P1-K1-H6 



26756 





BLASTX 


NCBI GI 


g418754 


BLAST score 


382 


Hi V a. j_ Lit; 


1 Oe-36 


jyiaucn _Lencji.n 




% identity 


54 


NCBI Description 


catechol oxidase (EC 1.10.3 




198148 


Contig ID 


39374 1.R1039 


5 '-most EST 


LIB3165-013-P1-K1-A11 




198149 


Pnn+- i rr TD 


39400 1 R1039 


3 — ITLOST, HjOI 


JjIDJIU J UJ1 IT X uJ V-* 1 ! 


oeq • 1NO . 




uontiy JLIJ 






uC - asflmaxxa 054a07bl 




DiiflO J. /\ 


NCBI GI 


g2829903 


BLAST score 


361 


TP tra lino 




\A o "H Vi 1 onrfhVi 
L v iclUOIl Iclltj HI 


7^ 


% identity 


89 


NCBI Description 


(AC002311) unknown protein 


oeq. JNO • 


1 Qfil 


Contig lu 




C 1 .wAc-f TT Q T 1 

O IuOST, &01 


J& DOO J 


Q ^ /-«■ "NT/"\ 

oeq. LnO. 


1 Qftl ^9 


L-ontig ijj 






T.TRS1 3-P1 -K1 -F6 


1 it; L-iUJU. 




NCBI GI 


g480082 


BLAST score 


177 


E. value 


1.0e-12 


Match length 


156 


% identity 


31 


NCBI Description 


catechol O-methyltransferas 



1) precursor - fava bean 



EC 2.1.1.6) - common tobacco 
>gi|396589|emb|CAA52461| (X74452) catechol 
O-methyltransf erase [Nicotiana tabacum] 



Seq. No. 
Contig ID 
5 '-most EST 



198153 

39450JL.R1039 
LIB3165-014-P1-K1-A10 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



198154 

39461_1.R1039 

g5050222 

BLASTX 

g2342674 

622 

1.0e-64 

214 

64 



26757 



NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC000106) Similar to ATP-dependent Clp protease 
(gb|D90915). EST gb|N65461 comes from this gene. 
[Arabidopsis thaliana] 

198155 

39481_1.R1039 

uC-gsflnu33B112cl0bl 

BLASTX 

g2956671 

222 

5.0e-18 

110 

51 

(Y09225) beta-carotene hydrolase [Capsicum annuum] 
198156 

39484JL.R1039 

uC-gsflnu33B099b03bl 

BLASTX 

g3834306 

244 

7.0e-21 

84 

57 

(AC005679) EST gb|R65024 comes from this gene. [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 



198157 

39505_1.R1039 
uC-gsronu33bll2d09bl 

198158 

39511_1.R1039 
LIB3165-048-Q1-K1-H3 

198159 

39521_1.R1039 

LIB3165-036-P1-K1-A11 

BLASTX 

gll7814 

781 

1.0e-102 

215 

83 

CYTOCHROME B6 >gi | 99387 | pir | | S21253 

plastoquinol — plastocyanin reductase (EC 1.10.99.1) 
cytochrome b6 - Chlamydomonas reinhardtii chloroplast 
>gi|12499|emb|CAA44690| (X62905) petB [Chlamydomonas 
reinhardtii] >gi I 288909 | emb | CAA51423 | (X72918) cytochrome 
b6 [Chlamydomonas reinhardtii] 

198160 

39528_1.R1039 

uC-gs f ImaxxaO 9 8 cl Ob 1 

198161 

39546 1.R1039 



26758 



II 



5 T -most EST 


LIB3165-040-Q1-K1-D6 


Seq. No. 


198162 


Contig ID 


39555 1.R1039 


5 '-most EST 


LIB3197-053-Q1-M1-B6 


Seq. No. 


198163 


Contig ID 


39555 2.R1039 


5 '-most EST 


LIB3197-053-Q1-M1-B11 


Seq. No. 


198164 


Contig ID 


39558 1.R1039 


5 '-most EST 


LIB3165-016-P1-K1-D9 


Method 


BLASTX 


NCBI GI 


g3292814 


BLAST score 


171 


E value 


4.0e-12 


Match length 


98 


% identity 


46 


NCBI Description 


(AL031018) putative protein [Arabidopsis thai 


Seq. No. 


198165 


Contig ID 


39571 1.R1039 


5' -most EST 


LIB3165-016-P1-K1-F1 


Seq. No. 


198166 


Contia ID 


39603 1.R1039 


5 ' -most EST 


LIB3165-017-P1-K1-A1 


Sea No 


198167 


Contig ID 


39610 1.R1039 


5 ' -most EST 


LIB3165-026-P1-K1-F2 


Method 


BLASTX 


NCBI GI 


g2582822 


BLAST score 


382 


E value 


1.0e-36 


Match length 


156 


% identity 


35 


NCBI Description 


(Y09987) CDSP32 protein (Chloroplast Drought- 




Protein of 32kDa) [Solanum tuberosum] 


Seq. No. 


198168 


Contig ID 


39618 1.R1039 


5 '-most EST 


LIB3166-038-P1-K1-G11 


Seq. No. 


198169 


Contig ID 


39635 1 R1039 


5 '-most EST 


LIB3165-017-P1-K1-D10 


Sea No 


198170 


Contia ID 


39636 1 R10^9 


5 '-most EST 


LIB3165-017-P1-K1-D11 


Method 


BLASTX 


NCBI GI 


g3184258 


BLAST score 


214 


E value 


7.0e-17 


Match length 


154 



26759 





31 




^rT8213fM tumor ^u^centibi 111 


O C y • IN \J • 


198171 


iwUii i i_y x u 


j juj / x • r\x ^? 


S'-most EST 


LIB3l"65-033-Pl-Kl-D6 


Method 


BLASTX 


NCBI GI 


g3451068 


BLAST score 


715 


£j v aiuc 


X ■ Utt? f >J 


Ma1~r*ln 1 <=>ti n't" h 
lj.cll.wii. _Lciiyu.ii 


188 




77 






O C ^ • XN \J * 


198172 


font" 1 rr TD 

^L^lJ. UXy J. u 


39689 1 R1039 


5 '-most EST 


LIB3165-018-P1-K1-A6 


Method 


BLASTX 


NCBI GI 


g4097547 


BLAST score 


250 


Hi V alUC 


-. • UC -IX 


Ma "t~ n n 1 c^Ti rr"t~ h 
i id u <_^ii x eny l. ii 


X «£- 












1 Qftl 7? 

X _? O X / o 


UOIiCiy XU 




w> ltUw>0 L, DOl 


T.TR31 9-P1 -K1 -R^ 

JjlDJlUJ <J X _/ XT X X\X XJ^J 


M<=* "h Vi or? 


xjxxn.0 x _r\ 


XN^xjX OX 


yi_< uj / xx 


BLAST score 


284 


E value 


2.0e-25 


x v ld Loll Icily Lll 


1 08 








|n^uUD_._.j; pULdLl Vc v^^IVi do 




rz\rah"i (H/^it^i c? i c 1~hal "i ana 1 
[nx auxuupoi o L-iicixxciiict j 




1 981 74 

X _/ U X / 1 


pnnf -J rr T Pi 




S 1 -Tnn<?t F^T 


LTR31^S-019-P1-K1-D6 

LllOJlUJ X -V XT X I\X L/U 


MpthnH 

1 1C UllvU 


BLASTX 


LN v_^l_) X v7X 


a2827548 


BLAST score 


249 


E value 


3.0e-21 


Ma "l" o n 1 onrri'h 
I'lctuw ii xtJiiyL.ii 






S4 


IN <i_» XJ -L UCOUJ Ir I LvJIl 






-j— Vi *a 1 -J anal 
Ulld.xld.ria. J 


oeq • xNO . 


IjOI id 


fz-A-rH — i rr T Pi 

uonciy xu 


J30U0 x. J:\XUO-7 


c; » -mnqf- F.^IT 
vJ ILlvJ O L. J-Jk_> X 
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Method 


BLASTN 


NCBI GI 


g2477521 


BLAST score 


49 


E value 


2.0e-18 


Match length 


65 



- like protein [Arabidopsis 



26760 




% identity 94 

NCBI Description Arabidopsis thaliana chromosome I BAC F22K20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


198176 


Contig ID 


39840 1.R1039 


5' -most EST 


LIB3189-021-P1-K1-B7 


Method 


BLASTX 


NCBI GI 


g2191191 


BLAST score 


242 


E value 


2.0e^20 


Match length 


114 


% identity 


54 


NCBI Description 


(AF007271) A TM021B04.14 gene product [Arabido 




thaliana] 


Seq. No. 


198177 


Contig ID 


39855 1.R1039 


5' -most EST 


LIB3165-020-P1-K1-C5 


Seq. No. 


198178 


Contig ID 


39860 1.R1039 


5 '-most EST 


LIB31 65-02 0-P1-K1-D10 


Method 


BLASTX 


NCBI GI 


g407940 


BLAST score 


644 


E value 


2 Oe-67 


Match lencrth 


170 


% identity 


66 


NCBI Description 


(U02495) epoxide hydrolase [Solanum tuberosum] 


Seq. No. 


198179 


Contig ID 


39864 1.R1039 


5 '-most EST 


LIB3165-020-P1-K1-D4 


Seq. No. 


198180 


Contig ID 


39879 1.R1039 


5' -most EST 


LIB3165-020-P1-K1-F4 


Seer. No . 


198181 


Contia ID 


39884 1 R1039 


-J XliKJ O l_ LlOl 


LTR^I^S-O^D-PI -K1 -FQ 

lllDJlU J \J £+\J IT J. I\J_ J. _7 


O « i\U • 


198182 


Contia TD 


39892 1 R1039 


5 1 -most EST 


uC-asf lnu33B013h07bl 


Seq. No. 


198183 


Contig ID 


39895 1.R1039 


5' -most EST 


g5045254 


Method 


BLASTX 


NCBI GI 


g3063444 


BLAST score 


470 


E value 


6.0e-47 


Match length 


98 


% identity 


85 


NCBI Description 


(AC003981) F22013.5 [Arabidopsis thaliana] 



26761 



II 



Seq. No. 
Contig ID 
5' -most EST 



198184 

39926J..R1039 
LIB3165-021-P1-K1-C7 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



198185 

39932J..R1039 

LIB3165-021-P1-K1-D4 

BLASTX 

g2317910 

341 

5.0e-32 

130 

48 

(U89959) CER1 protein [Arabidopsis thaliana] 
198186 

39950JL.R1039 
LIB3165-021-P1-K1-F5 



Seq. No. 
Contig ID 
5' -most EST 



198187 

39975_1.R1039 
LIB3165-032-P1-K1-E5 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



198188 

39990_1.R1039 

uC-gsronu33B145al2bl 

BLASTX 

g2281633 

203 

6.0e-25 

144 

53 

(AF003097) AP2 domain containing protein RAP2 . 4 
[Arabidopsis thaliana] 

198189 

39999_1.R1039 

LIB3165-022-P1-K1-C5 

BLASTX 

g4510354 

232 

3.0e-19 

122 

46 

(AC006921) unknown protein [Arabidopsis thaliana] 
198190 

40009J..R1039 
uC-gsflnu33B139e02bl 

198191 

40010_1.R1039 

LIB3165-022-P1-K1-D6 

BLASTX 

gl362017 

182 



26762 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-13 

78 
53 

zinc finger protein 4 - Arabidopsis thaliana >gi | 790679 
(L39647) zinc finger protein [Arabidopsis thaliana] 

198192 

40032_1.R1039 

uC-gsronu33B012g03bl 

BLASTX 

g4455364 

595 

1.0e-61 

187 
56 

(AL035524) senescence-associated protein-like [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



198193 

40048_1.R1039 
LIB3165-022-P1-K1-H12 



Seq. No. 

Contig ID 

5 ? -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



198194 

40066_1.R1039 

LIB3197-041-Q1-M1-F2 

BLASTX 

g3183454 

247 

5.0e-21 

110 

45 

HYPOTHETICAL 30.7 KD PROTEIN IN MCPC-KINA INTERGENIC REGION 
>gi|2632217|emb|CAA10859| (AJ222587) YkwC protein [Bacillus 
subtilis] >gi|2633767|emb|CAB13269| (Z99111) similar to 
3-hydroxyisobutyrate dehydrogenase [Bacillus subtilis] 

198195 

4Q074JL.R1039 

LIB3166-028-P1-K1-G10 

BLASTX 

g3402684 

402 

3.0e-39 

114 

52 

(AC004697) hypothetical protein [Arabidopsis thaliana] 
198196 

40076_1.R1039 

uC-gs f ImaxxaO 0 6a05bl 

198197 

40090JL.R1039 

LIB3165-058-P1-K1-B11 

BLASTX 

gl488043 

265 



26763 



E value 


4.0e-23 


Match lencrth 

L X \JL X X _X_ W X X ^ id* X X 


84 




67 


KTPRT DpQpri nt"i pfi 

IX^IJX UCO V-J_ X£J w XV-S11 


(U63784) PAPS— reductase-like protein [Catharanthus 




198198 


Pont" i rf T n 


40095 1 R1039 


5' -most EST 


uC-gsronu33bll2e03bl 


Mpt hod 


BLASTN 


NCBI GI 


g3241924 


BLAST score 


40 


E value 


6.0e-13 


Mat-phi 1 pncrth 


160 


%, \ Hpnf i fu 

O XUCilL.1 


86 




ArahiHnn^i thai i ana nenoTni c DNA. chromosome 5. PI 




MKIP^ pomr*! otp c-pnnpnr'p r Arphi donsis thalianal 


cprr Kin 

OCv^t 1NVJ * 


198199 


ouiiuxy X1J 


40097 1 R1039 

*±L/L/_3/ X«X\XWJ_7 


S'-Tno^i- F^T 


LIB3165-023-P1-K1-E12 


Method 


BLASTX 


NCBI GI 


g3293031 


BLAST score 


1122 


F lllp 


1 0e-123 


i la. l. on j_tJiiyL.il 


?81 


is lQentiiy 


fin 


wldi ue script; ion 


^riU UU / D / ft ; dlUXIlC) dLlU uaillcX L i^XOXilLlo OLJiLLLLiuiiXo J 


oeq. LNO. 


1 QR900 
X ¥0 £■ UU 


ooiixxy xu 


40109 1 £1039 

*±UXU-£. _L • i\-L U .J _7 


r » -mncit" F^T 


LIB31^5-023-Pl-Kl-E7 


Method 


BLASTX 


NCBI GI 


gl679658 


BLAST score 


212 


F 1 IIP 




1*1 a L-L^ll Xtrliy L.11 


91 


15 XU.tsllL.-t uy 


S3 


MY"** 13 T Hq /—i n 4— -i /-Nf* 

lnoj-jX usscnpLion 


^fTf :: \'^'7D^-i^ rrarnma rr 1 nt" arnvl H \/H r*^ 1 a f 1 vpi no Tiiayl 
\U\jO f / ydituilcl y x u. L-diLiy x iiyuiU±aoc [ijxyuxnc illo._^_ j 


D C LJ « IN U . 


X Z70--. L/X 


\^(JLL i — Ly 1U 


40109 1 R1039 


5 1 -most EST 


LIB3165-023-P1-K1-F7 

xj^*X-J^^w^/ VLij x* _x> iii. x> r 


Method 

X> X\^f L»liw\X 


BLASTX 


NCBI GI 


g4455369 


BLAST score 


244 


lii value 




Ma oV» "1 on c^fr h 
i"ia Lull icny uii 


139 

X O _7 


% identity 


40 


NCBI Description 


(AL035524) hypothetical protein [Arabidopsis thali; 








zini 1 4 1 R1 03Q 


5 '-most EST 


LIB3165-023-P1-K1-G10 


Seq. No. 


198203 


Contig ID 


40134 1.R1039 


5 '-most EST 


LIB3165-024-P1-K1-A4 



26764 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198204 

40136JL.R1039 

LIB3197-027-Q1-M1-A12 

BLASTX 

g4580394 

624 

1.0e-64 

247 

47 

(AC007171) 
thaliana] 



putative fatty acid elongase [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



.R1039 

-026-P1-K1-A4 



198205 
40143JL 
LIB3165- 
BLASTN 
g3985958 
41 

1.0e-13 

49 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MZN1, complete sequence [Arabidopsis thaliana] 

198206 

40185_1.R1039 
LIB3165-024-P1-K1-F2 



PI clone: 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198207 

40203JL.R1039 

LIB3197-015-P1-M1-B8 

BLASTX 

gl061040 

678 

2.0e-71 

140 

87 

(X89867) sterol-C-methyltransf erase [Arabidopsis thaliana] 
>gi| 1587694 |prf M2207220A sterol C-methyltransf erase 
[Arabidopsis thaliana] 

198208 

40236_1.R1039 

LIB3165-048-Q1-K1-H1 

BLASTX 

g4056456 

795 

5.0e-85 

226 

71 

(AC005990) Strong similarity to gb|U20808 auxin-induced 
protein from Vigna radiata and a member of the zinc-binding 
dehydrogenase family PF 100107. ESTs gb|T43674, gbiH77006 
and gb|AA39517 9 come from this gene. [Arabidopsis thaliana] 



Seq. No. 



198209 



26765 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40251_1.R1039 

LIB3165-025-P1-K1-G12 

BLASTX 

g3334115 

326 

2.0e-30 

90 

76 

ADP,ATP CARRIER PROTEIN 1 PRECURSOR (ADP/ATP TRANSLOCASE 1) 
(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) >gi 12463664 
(AF006489) adenine nucleotide translocator 1 [Gossypium 

hirsutum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198210 

40264_1.R1039 

LIB3196-031-P1-M1-A9 

BLASTX 

g2388583 

196 

5.0e-15 

87 

55 

(AC000098) Similar to Synechocystis hypothetical protein 
(gb|D90908). [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



198211 

40265_1.R1039 
LIB3165-026-P1-K1-H6 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198212 

40280_1.R1039 

uC-gsronu33B150c09bl 

BLASTX 

g2194137 

412 

2.0e-40 

132 
68 

(AC002062) ESTs gb | R29947, gb | H76702 come from this gene. 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



..R1039 
-026-P1-K1-C4 



198213 
40283_1. 
LIB3165- 
BLASTX 
g3721926 
274 

8.0e-30 

139 
52 

(AB017480) chloroplast FtsH protease [Nicotiana tabacum] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



198214 

40285_1.R1039 

LIB3165-026-P1-K1-C9 

BLASTX 

g4454480 



26766 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



328 

1.0e-30 

73 

78 

(AC006234) putative (1-4) -beta-mannan endohydrolase 
[Arabidopsis thaliana] 

198215 

40292_1.R1039 

LIB3165-026-P1-K1-E11 

BLASTX 

g4325041 

856 

3.0e-92 

177 

95 

(AF117339) FtsH-like protein Pftf precursor [Nicotiana 
t aba cum] 



Seq. No. 
Contig ID 
5' -most EST 



198216 

40293_1.R1039 
LIB3165-043-Q1-K1-B3 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198217 

40296_1.R1039 

LIB3166-017-P1-K1-E1 

BLASTX 

g3953471 

238 

6.0e-20 

68 

68 

(AC002328) F2202.16 [Arabidopsis thaliana] 
198218 

40324_1.R1039 

LIB3165-026-P1-K1-H8 

BLASTX 

g2213597 

317 

4.0e-29 

86 

71 

(AC000348) T7N9.17 [Arabidopsis thaliana] 
198219 

40332_1.R1039 

LIB3165-032-P1-K1-A12 

BLASTX 

g4539324 

278 

1.0e-45 

220 

52 

(AL035679) kinesin like protein [Arabidopsis thaliana] 



Seq. No. 



198220 



26767 



Print- in TV) 


40335 1 R1039 


5 1 -most EST 


LIB3165-027-P1-K1-A8 


Mpt hod 


BLASTN 


NCBI GI 


g4567259 


BLAST score 


54 


E value 


3.0e-21 


Match le^ncrth 


106 


% identity 


88 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F3K23 genomic 




sequence, complete sequence 


Sprr No 


198221 


Prfnt- 1 rr T H 


40370 1 R1039 

tu J / U X » XV X. \J J J 


J lll^O U XjiJ X 


LTR31 65-02 7 -P1-K1-E5 

JJXJJ JX U J \J 1 X X HI i-i*J 


O CT y • . 


198222 


Cnntia ID 


40373 1.R1039 


5' -most EST 


LIB32T2-022-P1-K1-D4 


Method. 


BLASTX 


NCBI GI 


g3738324 


BLAST score 


397 


V 1 hp 

ill V CL -L L1C 


2 Oe-38 


lid LLIl XCii^ Lii 


158 


% identity 


49 


NCBI Description 


(AC005170) GMP synthase-like protein [Arabidopsis thaliana 


O C y • IN W • 


198223 


Poni" ~i rr TD 


40382 1 R1039 


J lllUoL £iO J. 


T.TR31 £l c i-047-O1 -K1-E10 
xixdjx u j / \/ x. xvx> iii x \j 


DfcJy • 1N*J • 


X _/0 Z. Z. *± 


pnn +■ -1 rr TP) 






T,TR31^S-027-Pl-Kl-H9 


L iC? U11UU 


RT.ASTX 




rr41 06538 


BLAST score 


152 


E value 


7.0e-10 




39 


% i dpnt i f v 


64 


NPRT Hp^pti n1"i nn 


(AF104220) gamma— tocopherol methyltransf erase [Arabidopsis 




■f'Vial t anal 
Liiclx. -Lai lei J 








4 041 1 R1 03Q 




nr-a<5ronu33B057al0bl 


Method 


BLASTX 


NCBI GI 


g3063451 


BLAST score 


320 


Hi V Ct-L Lit- 


1 0^-29 

1 • UC Z. _7 


Ms'hr'h 1 pnefhh 

1 iU l_ V./11 _i_ WllU Ull 


114 


Sr t Honl — i i~ \r 
t> luciiuxLy 


.J »J 


in^jdj. ue o crip l. ion 


\ri^/UU J Jul J r&ZviJ i IJ [nlaJJlUUpoXo l_lla.-LJ_ciiiCLj 


Seq. No. 


198226 


Contig ID 


40433 1.R1039 


5" -most EST 


LIB3165-028-P1-K1-D6 


Method 


BLASTX 



26768 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4455787 
296 

8.0e-27 

120 

42 

(AL035536) putative DNA polymerase accessory protein 
[Schizosaccharomyces pombe] 

198227 

40436J..R1039 

uC-gsronu33B138b01bl 

BLASTX 

gl076316 

299 

6.0e-27 

75 

64 

drought-induced protein Dil9 - Arabidopsis thaliana 
>gi|469110|emb|CAA55321t (X78584) Dil9 [Arabidopsis 
thaliana] 

198228 

40458JL.R1039 

uC-gsronu33B158a03b2 

BLASTX 

gl871577 

280 

1.0e-24 

117 
50 

(Y11553) putative 21kD protein precursor [Medicago sativa] 
198229 

40462_1.R1039 

LIB3165-028-P1-K1-G7 

BLASTX 

gl28194 

637 

2.0e-66 

189 

67 

NITRATE REDUCTASE (NR) 
reductase (NADH) (EC 1. 



>gi|81572|pir| IA41667 nitrate 
6.6.1) - winter squash >gi 1167499 



(M33154) nitrate reductase [Cucurbita maxima] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198230 

40466_1.R1039 

LIB3165-028-P1-K1-H11 

BLASTX 

g2828292 

604 

1.0e-62 

149 

74 

(AL021687) neoxanthin cleavage enzyme-like protein 
[Arabidopsis thaliana] 



26769 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198231 

40477_1.R1039 

LIB3166-040-P1-K1-E3 

BLASTX 

gl777443 

154 

4.0e-10 

132 
37 

(U28422) CCA1 [Arabidopsis thaliana] >gi 13510263 (AC005310) 
DNA-binding protein CCA1 [Arabidopsis thaliana] >gil 4090569 
(U79156) CCA1 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match- length 

% identity 

NCBI Description 



198232 

40480_1.R1039 

LIB3272-020-P1-K1-F11 

BLASTX 

g3687237 

501 

9.0e-51 

148 

66 

(AC005169) putative Cys3His zinc-finger protein 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198233 

40524_1.R1039 

LIB3165-031-P1-K1-A4 

BLASTX 

gl707019 

202 

6.0e-16 

68 

53 

(U78721) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198234 

40529J..R1039 

LIB3272-008-P1-K1-B5 

BLASTX 

g2465008 

349 

5.0e-33 

143 

48 

(AJ001445) ripening- induced protein [Fragaria vesca] 



Seq. No. 
Contig ID 
5 '-most EST 



198235 

40533_1.R1039 
LIB3165-031-P1-K1-B6 



Seq. No. 
Contig ID 
5' -most EST 



198236 

40546_1.R1039 
uC-gsronu33B07 6d!0bl 



Seq. No. 
Contig ID 



198237 

40604 1.R1039 



26770 



5 '-most EST 


LIB3165-032-P1-K1-B12 


Method 


BLASTX 


NCBI GI 


g3269292 


BLAST score 


289 


F. va 1 hp 


5 Oe-26 


Match length 


74 


% identity 


69 


NCBI Description 


(AL030978) putative protein [Arabidopsi 


Seq. No, 


198238 


Contig ID 


40665 1.R1039 


5' -most EST 


uC-gsflnu33B134fl2bl 


Seq. No. 


198239 


Contia ID 


40668 1 R1039 


5 1 -most EST 


IIXOJXUJ \J *J £. IT J. X\ J. Ill 






uUll L. -L y XU 


40670 1 R"l 0? Q 


5 1 -most EST 


LIB3165-032-P1-K1-H6 

XJ J- J— ' ^ X ViJ \J XT X X\ X 11 \J 


Method 


BLASTX 


NCBI GI 


g3281850 


BLAST score 


174 


E value 


2.0e-12 


Mat oh lpnn1"h 


99 




41 

*± X 


L\\~>n> x iJcooiipLiuu 


l/iiiyjiuui } xuuiiogd.±aouo5yxu.j-acy±y lyceroi 




protein [Arabidopsis thaliana] 


Seq. No. 


198241 


Contig ID 


40673 1.R1039 


5 '-most EST 


LIB3166-020-P1-K1-A6 



- like 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



198242 

40687JL.R1039 

uC-gsflnu33B011bl2bl 

BLASTX 

g3080418 

260 

1.0e-22 

114 

44 

(AL022604) putative protein [Arabidopsis thaliana] 
198243 

40722_1.R1039 

LIB3197-043-Q1-M1-A6 

BLASTX 

gl418990 

302 

2.0e-27 

71 

77 

(Z75524) unknown [Lycopersicon esculentum] 
198244 

40732 1.R1039 



26771 



5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-033-P1-K1-G3 

BLASTX 

gl592545 

163 

5.0e-ll 

100 

38 

(U37486) peroxisomal multifunctional enzyme type II [Rattus 
norvegicus] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198245 

40757__1.R1039 

uC-gsflmaxxa028gl0bl 

BLASTX 

gl076627 

468 

7.0e-47 

132 

70 

inorganic pyrophosphatase {EC 3.6. 
>gi|790479|emb|CAA58701| (X83730) 
[Nicotiana tabacum] 



1.1) - common tobacco 
inorganic pyrophosphatase 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198246 

40759_1.R1039 

LIB3165-034-P1-K6-B2 

BLASTX 

g68200 

259 

2.0e-22 

89 

66 

fructose-bisphosphate aldolase (EC 4.1.2.13) precursor, 
chloroplast - spinach >gi | 22633 | emb | CAA4 7293 | (X66814) 
fructose-bisphosphate aldolase [Spinacia oleracea] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198247 

40764_1.R1039 

LIB3165-034-P1-K1-B9 

BLASTX 

g3738316 

341 

2.0e-35 

114 

63 

(AC005170) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5' -most EST 



198248 

40765_1.R1039 
LIB3189-018-P1-K1-E11 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI "GI 
BLAST score 



198249 

40780_1.R1039 

LIB3165-034-P1-K4-D2 

BLASTX 

g3193285 

362 



26772 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 



2.0e-34 

97 

68 

(AF069298) 



T14P8.18 gene product [Arabidopsis thaliana] 



198250 

40805JL.R1039 
LIB3165-034-P1-K5- 



■F4 



Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198251 

40811_1. R1039 

LIB3165-034-P1-K3-G10 

BLASTX 

gl619602 

257 

3.0e-22 

78 

56 

(Y08726) MtN3 [Medicago truncatula] 



Seq. No. 


1 QQOCO 


Contxg ID 


4Uolo, 1 . KlUjy 


o -most bbi 


T Ttt^l — Ci^A — Pi —K^—CZl 
LIdjIuO U o^i f ± — rvo~\j / 


Method 


TIT TV cmv 

BLASTX 


NCBI GI 


qo Q c; A *5 

goyit504 o 


nLAbi score 


oil 


E value 


i • ue-oy 


Match length 


138 


% identity 


72 


NCBI Description 


(ABUiboiy} UDF-giucose gj.ucosyj.i 




tnaiiana j 


Seq. No. 


198253 


Contig ID 


40821 1.R1039 


5' -most EST 


LIB3165-034-P1-K2-H1 


Method 


BLASTX 


NCBI GI 


g4324714 


BLAST score 


437 


E value 


2.0e-43 


Match length 


96 


% identity 


89 


NCBI Description 


(AF110771) ammonium transporter 


Seq. No. 


198254 


Contig ID 


40821 2.R1039 


5 '-most EST 


LIB3165-034-P1-K6-H1 


Method 


BLASTX 


NCBI GI 


g4324714 


BLAST score 


459 


E value 


6.0e-46 


Match length 


128 


% identity 


72 


NCBI Description 


(AF110771) ammonium transporter 


Seq. No. 


198255 


Contig ID 


40822 1.R1039 


5' -most EST 


LIB3165-034-P1-K4-H10 



[Arabidopsis thaliana] 



26773 



Seq. No, 
Contig ID 
5 '-most EST 
Method 



198256 
40829JL 
LIB3165- 
BLASTX 



R1039 

034-P1-K3-H7 





al00332 


RT.A^T qpotp 

DiiTliJ X oUUIC 


1718 


E value 


0.0e+00 


Match length 


389 






L\\^LJ _L J-/C- £3 v 1 t — L <w*ll 


rrl nl-amsi-p— 1 — =?^mi a 1 d^hvrip 2 . 1— aminom.uta.se (EC 5.4.3.8) — 








rrl nf 2tnaf n-1 a t a 1 H__»V) itHd 9 1 =im T Tl OTTll 1 face TNTl rT1 1~ T ^} Tl P 

y 1UL dlUa. tc 1 o fcJuLX cl_LvJ.fcrXl_ytJ.t5 z. / _L cliilixivjiilu. laoc L J '' J -^ ul -- Laiia 




L,CtJ_/CiOUlLL j 


oeq . iMO . 


1 Qff 9 R7 


fAnf i rr TV) 


41029 1 R1039 

A-\J z> jl • r\ j. \j 


*J L. £jQ1 


T.TR^1^S-fn4-Pl -K4-D3 


Seq. No. 


198258 


Contig ID 


41242 1.R1039 




T TR^I fi^-fR^-Pl -PCI -A1 

JjlDOlUj V_f»_>D IT x r__L rii 




RT A^TY 




g / iuy do 


DiiAoi score 




Hj vaiue 


o fid — _1Q 


Match length 




% identity 


R9 


jno.dx Description 


HTTPP on-l- or* tfinTT(-.1 n-no nrnt" n r P<=>^ ^ P^nt" i r?P Ph 1 nfOD 1 ^ S t . 
Wr_ rOO — UUL.CI cilVclupc piULcxii L rcao ^ rc^txuc ^uxuxvLyiaoL./ 




£7S ^^1 
O / O daj 


Seq. No. 


198259 


contig xu 


^_X__,/U X.i\XUO_7 


3 — IuOSl. £*o I 


T TT5"^1 — 0 — Pi —TCI -n^ 
LIDjIOj UjD rl JX1 XJO 


Method 


IDT 7\ nrpv 




/-t9 n e^^q 
gz uooi? 


DLiriO i bOUxo 


O 4 <D 


E value 


± . ue— yu 


Match length 


1 Q/l 


luentiLy 


o o 


_N^J_5X UcoCIipLlUIl 


\A1 J JUl j Hop \ _T_ri. U UJ1 J L XT U U.11 J-CL jCk. iij/ijxxuaj 


beq. jno. 


±y OZ DU 


Contig ID 


41286 1.R1039 


5' -most EST 


LIB3165-036-P1-K1-E5 


rdennoQ 


DhH.O l& 


NCBI GI 


g2190551 


BLAST score 


293 


E value 


3.0e-26 


Match length 


107 


% identity 


51 


NCBI Description 


(AC001229) Similar to C. elegans hypothetical protein 




K07C5.6 (gb|Z71181). ESTs gb | H36844, gb | AA394956 come from 




this gene. [Arabidopsis thaliana] 


Seq. No. 


198261 


Contig ID 


41311JL.R1039 



26774 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-036-P1-K1-H6 

BLASTX 

g2245005 

269 

1.0e-23 

103 

55 

(Z97341) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198262 

41343J..R1039 

g5050520 

BLASTX 

g4262236 

445 

5.0e-44 

138 

65 

(AC006200) putative ribose 5-phosphate isomerase 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198263 

41384JL.R1039 

LIB3272-015-P1-K1-C9 

BLASTX 

g3482918 

745 

3.0e-79 
169 
86 

(AC003970) 
thaliana] 



Similar to ATP-citrate-lyase [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 



198264 

41396_1.R1039 
LIB3165-038-Q1-K1-B12 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198265 

41398_1.R1039 

LIB3165-038-Q1-K1-B4 

BLASTX 

g586858 

360 

5.0e-34 

161 

47 

HYPOTHETICAL 21.4 KD PROTEIN IN DACA-SERS INTERGENIC REGION 
>gi|2127020|pir||S66042 hypothetical protein - Bacillus 
subtilis >gi|467402|dbj |BAA05248| (D26185) unknown 
[Bacillus subtilis] >gi | 2632279 | emb | CAB11788 | (Z99104) 
similar to hypothetical proteins [Bacillus subtilis] 



Seq. No. 
Contig ID 
5 '-most EST 



198266 

41418_1.R1039 
LIB3165-038-Q1-K1-G10 



Seq. No. 



198267 



26775 



II 



Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41423_1.R1039 

LIB3165-046-Q1-K1-G4 

BLASTX 

g4572673 

701 

5.0e-74 

202 
68 

(AC006954) 
thaliana] 



putative sarcosine oxidase [Arabidopsis 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



198268 

41495JL.R1039 

g5046506 

BLASTX 

gl353013 

194 

2.0e-14 

149 

34 

HYPOTHETICAL 47.4 KD PROTEIN IN RPS25B-MRS3 INTERGENIC 
REGION >gi|1077836|pir| IS55178 hypothetical protein YJL134w 
- yeast (Saccharomyces cerevisiae) >gi | 854562 | emb I CAA60821 1 

(X87371) ORF21; homologous to ORF YKR053c [Saccharomyces 
cerevisiae] >gi 1 1008341 1 eiab | CAA8 9430 | (Z49410) ORF YJL134w 

[Saccharomyces cerevisiae] 

198269 

41503_1.R1039 

LIB3165-055-P1-K1-A8 

BLASTN 

g4455189 

33 

6.0e-09 

65 

88 

Arabidopsis thaliana DNA chromosome 4, BAC clone F10M23 
(ESSAII project) 

198270 

41506JL.R1039 

LIB3189-034-P1-K1-F10 

BLASTX 

g3059131 

517 

3.0e-52 

245 

44 

(AJ000478) cytochrome P450 [Helianthus tuberosus] 
198271 

41519_1.R1039 

LIB3165-039-Q1-K1-G3 

BLASTX 

g3885513 

259 

1.0e-25 



26776 



# 

Match length 69 
% identity 77 

NCBI Description (AF084201) similar to 
[Medicago sativa] 




chloroplast SOS ribosomal protein L31 



Seq. No. 


198272 


Contig ID 


41537 1.R1039 


5 '-most EST 


LIB3272-019-P1-K1-E10 


Method 


BLASTX 


NCBI Gl 


g2618721 


BLAST score 


169 


E value 


6.0e-12 


Match length 


77 


% identity 


56 


NCBI Description 


(U49072) IAA16 [Arabidopsis thaliana] 


Seq. No. 


198273 


Contig ID 


41559 1.R1039 


5' -most EST 


LIB3165-040-Q1-K1-C4 


Method 


BLASTX 


NCBI GI 


G4490297 


BLAST score 


468 


E value 


2 Oe-75 


Match length 


221 


% identity 


63 


NCBI Description 


(AL035678) putative protein [Arabidopsis thaliana] 


Seq. No. 


198274 


Contig ID 


41587 1.R1039 


5 1 -most EST 


LIB3165-040-O1-K1-E9 


Method 


BLASTX 


NCBI GI 


g4376592 


BLAST score 


163 


E value 


6. Oe-11 


Match length 


121 


% identitv 


11 


NCBI Description 


[ ARO 0 1 fil \ Si R"i ho^onts 1 Ptd^pi n rPh 1 ^m\;Hi j=i nnpnmniri ap 

\ *U— J UUl vl v J u 1 J_\_I_UW O ILL CI J- XTi>U LC±11 L V^l 1_L CLiLL Ct UI J,C LLiLlkJll-L CltJ 


Seq. No. 


198275 


Contig ID 


41588 1.R1039 


5 '-most EST 


LIB3165-040-Q1-K1-F1 


Seq. No. 


198276 


Contig ID 


41616 1.R1039 


5' -most EST 


LIB3165-041-Q1-K1-A10 


Method 


BLASTX 


NCBI GI 


g4099835 


BLAST score 


500 


E value 


1.0e-50 


Match length 


141 


% identity 


62 


NCBI Description 


(U90266) bifunctional nuclease [Zinnia elegans] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



198277 

41625JL.R1039 

LIB3165-041-Q1-K1-B10 

BLASTX 



26777 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4091806 
554 

5.0e-57 

128 

83 

(AF052585) 



CONS TANS - 1 i ke protein 2 [Malus domestical 



Seq. No. 
Contig ID 



198278 

41634J..R1039 

LIB3165-041-Q1-K1-C11 

BLASTX 

gl658193 

384 

2.0e-39 

172 

49 

(U74319) obtusifoliol 14-alpha demethylase CYP51 [Sorghum 
bicolor] 

198279 

41634_2.R1039 

uC-gsflnu33B061gl0bl 

BLASTX 

g2262164 

265 

4.0e-23 

91 

62 

(AC002329) putative obtusifoliol 14-alpha demethylase 
[Arabidopsis thaliana] 

198280 

41649JL.R1039 

uC-gsronu33B17 9g03bl 

BLASTX 

g3165581 

283 

5.0e-25 

153 

37 

(AF067942) similar to lysosomal acid lipases (SW:P38571) 
[Caenorhabditis elegans] 

198281 

41651JL.R1039 

g3326523 

BLASTX 

g3660471 

558 

3.0e-57 

160 

69 

(AJ001809) succinate dehydrogenase flavoprotein alpha 
subunit [Arabidopsis thaliana] 

-198282 

41654 1.R1039 



26778 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-041-Q1-K1-E8 

BLASTX 

g4220477 

275 

2.0e-24 

113 

55 

(AC006069) unknown protein [Arabidopsis thaliana] 
198283 

41671J..R1039 

LIB3165-041-Q1-K1-H10 

BLASTX 

g3426043 

595 

9.0e-62 

134 

77 

(AC005168) putative choline kinase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



198284 

41676JL.R1039 
LIB3196-025-P1-M1-G5 



Seq. No. 
Contig ID 
5 '-most EST 



198285 

41716JL.R1039 
LIB3165-042-Q1-K1-D6 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198286 

41717_1.R1039 

LIB3165-042-Q1-K1-D7 

BLASTN 

g2264310 

38 

1.0e-ll 

74 

88 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MKP11, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198287 

41732JL.R1039 

LIB3272-022-P1-K1-C3 

BLASTX 

g4115379 

265 

4.0e-23 

83 

64 

(AC005967) putative carbonyl reductase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



198288 

41745JLR1039 
LIB3197-028-Q1-M1-A5 



Seq. No. 



198289 



26779 



Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



417 46JL.R1039 
LIB3197-053-Q1-M1-D4 

198290 

41765J..R1039 
uC-gsronu33B12 6d0 6bl 

198291 

41825J..R1039 
uC-gsflnu33B083e01bl 

198292 

41825_2.R1039 
LIB3165-043-Q1-K1-H11 

198293 

41834_1.R1039 
LIB3165-044-Q1-K1-A1 

198294 

41861_1.R1039 

LIB3165-044-Q1-K1-C7 

BLASTX 

g2443751 

606 

6.0e-63 

168 

66 

(AF020303) 
(AC002535) 



fumarase [Arabidopsis thaliana] >gi 12529676 
putative fumarase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



198295 

41866_1.R1039 
LIB3165-044-Q1-K1-D3 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



198296 

41895JL.R1039 

LIB3197-021-Q1-M1-A2 

BLASTX 

g4033468 

397 

1.0e-38 

115 

45 

ARGININE/ SERINE-RICH SPLICING FACTOR RSP40 
>gi|2582641|emb|CAA67800| (X99437) splicing factor 
[Arabidopsis thaliana] >gi | 2980800 | emb | CAA18176 | (AL022197) 
splicing factor At-SRp40 [Arabidopsis thaliana] 

198297 

41897_1.R1039 

LIB3165-044-Q1-K1-G5 

BLASTX 

g2952433 

866 

3.0e-93 
212 



26780 



% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



79 

(AF051135) putative ubiquitin activating enzyme El 
[Arabidopsis thaliana] 

198298 

41917JL.R1039 
LIB3165-045-Q1-K1-B10 



198299 

41926_1.R1039 

LIB3165-045-Q1-K1-C7 

BLASTX 

g541951 

612 

1.0e-63 

153 
58 

SPCP2 protein - soybean >gi 1310578 
[Glycine max] 



(L12258) nodulin-26 



198300 

41926_2.R1039 

uC-gsronu33B015hl2bl 

BLASTX 

g541951 

606 

5.0e-63 

133 

62 

SPCP2 protein - soybean >gi 1310578 
[Glycine max] 

198301 

41939JL.R1039 

LIB3165-045-Q1-K1-E8 

BLASTX 

g2398679 

944 

1.0e-102 

199 

88 

(Y14797) 
synthase 



(L12258) nodulin-26 



3-deoxy-D-arabino-heptulosonate 7-phosphate 
[Morinda citrifolia] 



198302 

41981JL.R1039 

LIB3165-046-Q1-K1-C1 

BLASTX 

g4510348 

711 

5.0e-75 

237 

55 

(AC006921) unknown protein [Arabidopsis thaliana] 
198303 

41985 1.R1039 



26781 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-gsflnu33B051h04bl 

BLASTN 

gl66626 

274 

1.0e-152 

535 

88 

Arabidopsis thaliana nucleotide-binding subunit of vacuolar 
ATPase mRNA, complete cds 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198304 

41985_2.R1039 

uC-gsflnu33B114dl0bl 

BLASTX 

g2493131 

917 

3.0e-99 

191 

95 

VACUOLAR ATP SYNTHASE SUBUNIT B ISOFORM 1 (V-ATPASE B 
SUBUNIT) >gi | 167108 (L11862) vacuolar ATPase B subunit 
[Hordeum vulgare] 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198305 

42000_1.R1039 

g5048971 

BLASTX 

g3334130 

123 

2.0e-10 

76 
59 

BIOTIN CARBOXYL CARRIER PROTEIN OF ACETYL-COA CARBOXYLASE 
PRECURSOR (BCCP) >gi 11143319 (U40666) biotin carboxyl 
carrier protein precursor [Glycine max] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198306 

42003_1.R1039 

g5046621 

BLASTX 

gll68258 

745 

4.0e-79 

205 

74 

ASPARTATE AMINOTRANSFERASE, CHLOROPLAST PRECURSOR 
(TRANSAMINASE A) >gi 1693692 (U15034) aspartate 
aminotransferase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



198307 

42038JL.R1039 

LIB3189-015-P1-K1-F7 

BLASTX 

g2245107 

363 

2.0e-34 
205 



26782 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



33 

(Z97343) thioesterase homolog [Arabidopsis thaliana] 
198308 

42045_1.R1039 

uC-gsronu33B143al0bl 

BLASTX 

g4262167 

169 

1.0e-ll 

183 

28 

(AC005275) putative LRR receptor-linked protein kinase 
[Arabidopsis thaliana] 

198309 

42046_1.R1039 
LIB3165-047-Q1-K1-A6 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



198310 

42050_1.R1039 

LIB3165-047-Q1-K1-B1 

BLASTX 

g2290528 

1677 

0.0e+00 

346 

90 

(U94746) AT AN 11 [Arabidopsis thaliana] 
198311 

42064_1.R1039 
LIB3165-047-Q1-K1-C5 

198312 

42066JL.R1039 

uC-gsronu33B047a07bl 

BLASTX 

g2760345 

703 

2.0e-74 

141 

28 

(U84967) ubiquitin [Arabidopsis thaliana] 
198313 

42070_1.R1039 
LIB3189-023-P1-K1-H2 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 



198314 

42098_1.R1039 
LIB3165-047-Q1-K1-G10 

198315 

42098_2.R1039 

LIB3272-031-P1-K1-H4 

BLASTX 



26783 




NCBI GI 


g4580461 


BLAST score 


162 


X-l V QlUC 




via. L Lvll XtJIlLjL.II 


11 
1 f 


Q_ m *J A 4— t 4*" T T 

•6 laenricy 


R7 
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\H^UUOU01/ UIlKIlOWll piOLclu lr\L aJJXLlvjpoXo LIla.Xo.clIi.ci J 


oeq. JNO • 




UOntig IU 


A91 1 A 1 Pi 


^ ILLvJoL. HjO 1 


T.TPf} 1*6^-047-01 -PCI -HS 


TVif/^ 4— Vi, y\ 

Fietnou. 




NCBI GI 


g3269292 


BLAST score 


245 


X_i VQl Lie 




Lid L.L*11 XeilLj L.i.1 




15 XUeiltXty 


77 


"\T "Q ~F 1""^ £7* « -y" 1 Y"> 4~ 1 j-\ 1T\ 

jnl-di uescripnon 


\riliU OVJ ^ / 0 J putative piOtcXil [ril aJJluupoio Liiaxxaiiaj 


beq. IMO . 


1 QP 71 7 

lyooi / 


uontig 1JJ 


AO'] 00 1 T?1 fl^Q 


o moot £jD i 


yj u ft o o o *j 


rue L.iivJ\j. 




NCBI GI 


g2801536 


BLAST score 


435 


E value 


1 Ho— 4 9 


Match length. 


1 &0 
10Z 


% identity 


o4 


NCBI Description 


(AJiUoyooi; lysopnospnonpase nonoiog L^ryza sativa, 


Seq. No. 


lyooio 


uontig iu 


/JOI^yl 1 T?1 O'SQ 

4 Z 1,54 l.KlUJy 


O IUO 5 1 Hi o 1 


T TR71 "fi^-09Q-Pl -K1 -Rl 9 

LlDJlDD ITl JXX OXZ 


Mot" Vi 
rue l.ihjli 


RT.A9TY 


NCBI GI 


g2213595 


BLAST score 


379 


il» Value 


9 rio-^^ 

Z • vc JD 


ixiatcn lenytn 


1 A A 

1ft fi 


% identity 


53 


NCBI Description 


(AC000348) T7N9.15 [Arabidopsis thaliana] 


oeq. JNO. 


1 Qfi^l Q 
1 !?0 jIj 


oontig iu 


4zijO i.Kiu^y 


C I _ rn ~ -|- TTCT 1 

o —mosx bbi 


T Tmi £>G. — C\AO — D1 — TT1 


oeq. JNO. 




c^ontig iu 


>I91c:t i D1 mo 
4Z101 l.Kiu^y 


D IlLOS t HjOI 


t tr*31 ^R— n ap— r»i T<ri — m i 

iiirjjioo ufto yi m uii 


Lyietnoo 


JDXjt\0 1 A 


NCBI GI 


g2894603 


BLAST score 


186 


E value 


o . ue — 14 


Match length 


95 


% identity 


23 


NCBI Description 


(AL021889) putative protein [Arabidopsis thaliana] 


Seq. No. 


198321 


Contig ID 


42176J..R1039 



26784 



II 



^'-mo^t EST 


uC-gsf lnu33B070f 09bl 


Method 


BLASTX 


NCBI GI 


a4510373 


BLAST score 


439 


E value 


2.0e-43 


lid ±CU^ U-Il 


134 


"i Hf^nt* *i 1" v 

0 -L \J.\^L It L l_ 


63 


LN ^ U J_ UCOUi 


(AC007017^ nutative harain- 




■f - Vi a 1 i ana 1 

UilO.-L.XCI.llCl J 


Q £a /^f Kirs 
oSq • IMO . 




^oiiLig iu 


491 1 Rl O^Q 




a5050751 


Method 


BLASTX 


NCBI GI 


a3928084 


BLAST score 


331 


E value 


l.Oe-30 


rid U Ull icily Lll 


1 £4 

X U *i 


§f "i Won "H t ir\r 


49 


inL/Jdx uescripLion 
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w> lUUoL I-iOl 


LIR316S-04 9-O1-K1-A4 

LllOJIU J U*±^ Si- 1 - i^-X .Til 


11C LilUlX 


BLASTX 


NCBI GI 


g4415908 


BLAST score 


148 


Hj value 




jxictxcn xencjun 


DO 


% identity 


0 X 


inuui uescripT-ion 


tiiuuuDzo^ j unKuown pxrotexii 


oeq. no * 


X 3C5 JZ fl 


UOIlulCJ XU 


49914 1 P1 n^Q 


J lllvJ O L uul 


T,TR^97"9-n44-Pl -TCI -H7 


Mot - Vio/H 




NCBI GI 


g2792295 


BLAST score 


487 


E value 




i v ietx.ori xeiiyt.il 


9^4 

^ J *a 


S- t /"1^t"» f i fir 

t> xdenxxty 


J U 


iN^DX UcoLlipUiUIl 


^riC u J^lOi j U.ii Js.iHJ wii [I: iayaii 






^OliLXy XU 


4991 Q 1 R1 D^Q 




T.TR^1^S-n4Q-01 -K1 -T9 


Mp +* Vi o H 

LlC L.11VJU. 


RT.ASTX 


NCRT (IT 

1NV/DJL VJX 


y<j / u uuiu 


BLAST score 


188 


E value 


3.0e-21 


Matrh 1 pnerth 


102 


% identity 


63 


NCBI Description 


(AC0054 99) putative elongat 




thaliana] 


Seq. No. 


198326 
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# 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42220J..R1039 

LIB3166-005-P1-K1-D5 

BLASTX 

g3249084 

259 

8.0e-41 

114 

21 

(AC004473) Similar to red-1 (related to thioredoxin) gene 
gb 1X92750 from Mus musculus. ESTs gb|AA712687 and 
gb|Z37223 come from this gene [Arabidopsis thaliana] 

198327 

42235_1.R1039 

g5048310 

BLASTX 

g4240273 

146 

•6.0e-09 

145 

30 

(AB020699) KIAA0892 protein [Homo sapiens] 
198328 

42237_1.R1039 

LIB3166-028-P1-K1-C12 

BLASTX 

g4510375 

289 

1.0e-25 

147 

56 

(AC007017) putative homeotic protein BEL1 [Arabidopsis 
thaliana] 

198329 

42239JL.R1039 

LIB3165-049-Q1-K1-E4 

BLASTX 

g2462781 

509 

2.0e-51 

152 
68 

(U73175) carbamoyl phosphate synthetase small subunit 
[Arabidopsis thaliana] 

198330 

42242_1.R1039 

LIB3165-049-Q1-K1-E8 

BLASTX 

g2642154 

197 

4.0e-15 

124 

43 

(AC003000) unknown protein [Arabidopsis thaliana] 
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>gi 1 3790595 (AF079186) RING-H2 finger protein RHC2a 
[Arabidopsis thaliana] 



Seq. No. 


198331 


Contig ID 


42275 1 R1039 


5 ' -most EST 


LIB318"9-027-Pl-Kl-F6 


Seq. No. 


198332 


Contig ID 


42276 1 R1039 


5 1 -most EST 


LIB31^5-050-Ol-Kl-R1 7 


Seq. No. 


198333 


Contig ID 


42336 1.R1039 


5' -most EST 


LIB3165-050-Q1-K1-H8 


Method 


BLAST N 


NCBI GI 


g3821780 


BLAST score 


33 


E value 


8.0e-09 


Match lencrth 


36 


% identity 


97 


NCBT Dpsrri nt i on 


Aciiupuo lacvio ^Jjisrl UXUiifc; £. / r\\j X 


Seq. No. 


198334 


font i cr TD 




•J iM\J Ol Hi O X 


LIDOJ.DJ Ujl J\X J? 


Seq. No. 


198335 


Contig ID 


42420 1.R1039 


5 T -most EST 


LIB3189-042-P1-K1-G6 


Method 


RT.A^TX 


NCBI GI 


al350930 


BLAST score 


719 


E value 


3.0e-76 


Match length 


148 


% identity 


95 


NCBI Descrintion 


40S RTRO^OMAT, PROTFTW 91 ^ 


Sea No 


198336 


Print i a TD 




5 1 -most EST 


uiDjiuj uj^ ^x rvx v*.x 


Seq. No. 


198337 


Contig ID 


42442 1.R1039 


5 '-most EST 


g5048299 


Method 


BLASTN 


NCBI GI 


g3449326 


BLAST score 


59 


E value 


3.0e-24 


Match length 


272 


% identity 


82 


NCBI Description 


Arabidopsis thaliana genomic DNA, 



K19M22, complete sequence [Arabidopsis thaliana] 

Seq. No. 198338 

Contig ID 42462_1 . R1039 

5' -most EST LIB3165-052-Q1-K1-F1 

Method BLASTX 
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NCBI GI 


g3395429 


BLAST score 


231 


E value 


9.0e-19 


Match length 


160 


% identity 


37 


NCBI Description 


(AC004683) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


198339 


Contig ID 


42466 1.R1039 


5" -most EST 


LIB3165-052-Q1-K1-F6 


Method 


BLASTX 


NCBI GI 


g2982463 


BLAST score 


998 


E value 


1.0e-108 


Match length 


315 


% identity 


66 


NCBI Description 


(AL022223) putative protein [Arabidopsis thaliana] 


Seq. No. 


198340 


Contig ID 


42471 1.R1039 


5 '-most EST 


LIB3166-044-P1-K1-C7 


Seq. No. 


198341 


Contig ID 


42477 1.R1039 


5' -most EST 


LIB3165-055-P1-K1-G4 


Method 


BLASTX 


NCBI GI 


g3688123 


BLAST score 


369 


E value 


3.0e-35 


Match lencrth 


128 


% identity 


63 


NCBI Description 


(AJ006293) granule— bound starch synthase [Antirrhinum 




rnp "1 n 53 1 


Sea. No. 


198342 


Contia ID 


42484 1 R1039 


5 '-most EST 


g5048354 


Method 


BLASTX 


NCBI GI 


g2388689 


BLAST score 


295 


E value 


2.0e-26 


Match lencrth 


115 


% identity 


54 


NCBI Descriotion 


(AF016633) GH1 nrotein FGlvcine maxl 


Sea. No 


198343 


Contig ID 


42506 1 R1039 


S'-most EST 


LIB3166-025-P1-K1-E8 


Method 


BLASTX 


NCBI GI 


g!706318 


BLAST score 


279 


E value 


1.0e-24 


Match length 


117 


% identity 


51 


NCBI Description 


GLUTAMATE DECARBOXYLASE (GAD) (ERT Dl) 



>gi| 1362098 Ipir | | S56177 probable glutamate decarboxylase 
tomato >gi I 995555 I emb I CAA56812 I (X80840) homology to 



26788 




pyroxidal- 5 1 -phosphate-dependant glutamate decarboxylases; 
putative start codon [Lycopersicon esculentum] 



Seq. No, 


198344 


Contig ID 


42514 1.R1039 


5' -most EST 


uC-gsronu33B137gllbl 




RT.ASTX 


NCBT GI 


a3258571 

y j £> *j u *j / x 


BLAST score 


522 


E value 


3.0e-53 


net l uii xci.iyL.ii 


1 7Q 


O -I- UC11 K~ -X i~ y 
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\\j\jZ/Z/-JZ*} ny uiic lxuclx ^iulcxii [niaJJxuupoxD una. J — lcliicxj 


Seq. No, 


198345 


font" i ci TPj 


rt t. J t U X • X\ X w J J 






Seq. No • 


198346 


Contig ID 


42557 2.R1039 


5' -most EST 


g5047103 
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t/iuuuzooiy nypotneticai protein [Hraoiaopsis unaiicina 






font t rr TD 


16 J JO X • I\X U J J 


5" -most EST 


LIB3166-029-P1-K1-E6 


Method 


BLASTX 


wrRT GT 

INV^JDX v3X 






9P17 
ji. o / 


E value 


2.0e-25 


Match length 


99 
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MpRT npiQr'T "i Tit" i nn 
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O y • Vi kj • 




^.^jii i — i_y x u 




11 L. XjO X 
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o —mo si, Hiox 
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Seq. No. 


198350 


Contig ID 


42619 1.R1039 


5 '-most EST 


uC-gsflnu33B078b08bl 


Method 


BLASTX 


NCBI GI 


g549706 


BLAST score 


178 


E value 


7.0e-13 


Match length 


106 
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o 



% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



41 

KTI12 PROTEIN >gi | 539197 | pir | | S37937 KTI12 protein - yeast 

(Saccharomyces cerevisiae) >gi| 486185 | emb I CAA81950 I 

(Z28110) ORF YKLllOc [Saccharomyces cerevisiae] 

>gi I 536816 |emb|CAA54646| (X77511) KTI12 [Saccharomyces 

cerevisiae] 

198351 

42624JL.R1039 
uC-gsronu33B117a02bl 

198352 

42640_1.R1039 

LIB3166-047-P1-K1-C3 

BLASTX 

gl076748 

234 

2.0e-19 

98 

28 

major intrinsic protein - rice >gi | 440869 I dbj I BAA04257 | 
(D17443) major intrinsic protein [Oryza sativa] 

198353 

42664_1.R1039 
LIB3165-057-P1-K1-A3 



Seq. No. 
Contig ID 
5 '-most EST 



198354 

42674JL.R1039 
LIB3166-018-P1-K1-F11 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



198355 

42675_1.R1039 
uC-gsronu33b023dl2bl 

198356 

42761JL.R1039 

LIB3165-060-Q1-K1-B2 

BLASTX 

g2832643 

353 

2.0e-33 

105 

75 

(AL021710) hypothetical protein [Arabidopsis thaliana] 
198357 

42772_1.R1039 
LIB3197-044-Q1-M1-H11 

198358 

42811_1.R1039 

uC-gs f Imaxxa 0 0 5 a 0 2b 1 

BLASTX 

gl871192 

156 

2.0e-10 
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ft 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No* 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



75 
43 

(U90439) Cys3His zinc finger protein isolog [Arabidopsis 
thaliana] 



198359 

42833_1.R1039 

LIB3166-001-Q1-K1-A6 

BLASTX 

g4455202 

384 

4.0e-37 

119 

64 

(AL035440) putative APG protein 



[Arabidopsis thaliana] 



198360 

42835JL.R1039 

LIB3166-001-Q1-K1-A8 

BLASTX 

g2191129 

258 

2.0e-22 

135 

50 

(AF007269) similar to SPF1 DNA-binding protein [Arabidopsis 
thaliana] 



198361 

42837_1.R1039 

LIB3166-001-Q1-K1-B1 

BLASTX 

g3122116 

294 

1.0e-26 

132 
48 

CELL DIVISION PROTEIN FTSH HOMOLOG 
>gi | 2660540 | emb | CAA05102 | (AJ001932) 
[Helicobacter felis] 



cell cycle protein 



198362 

42847JL.R1039 

LIB3166-058-P1-K1-C2 

BLASTX 

g3790567 

252 

1.0e-21 

135 

39 

(AF078821) 
thaliana] 



RING-H2 finger protein RHAlb [Arabidopsis 



198363 

42850_1.R1039 

LIB3189-003-P1-K1-A1 

BLASTX 



26791 



o 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll70504 
175 

2.0e-12 

68 
49 

EUKARYOTIC INITIATION FACTOR (ISO)4F SUBUNIT P82 
(IEIF-(ISO)4F P82) >gi 1452440 (M95747) initiation factor 
(iso)4f p82 subunit [Triticum aestivum] 



Seq. No. 


198364 


Contig ID 


42853 1.R1039 


5 1 -most EST 


LIB3166-001-Q1-K1-C4 


Method 


BLASTX 


NCBI GI 


a4314378 


BLAST score 


533 




3 . Oe-54 


Ma "t~ ^ Vi 1 £*ti nf~ h 

HCLL-^li XCJIiy L-ll 


91 

X \J 


?; i rl^nt" 1 1 v 

o xu^xiu J- ^- Y 


49 


NCBI Description 


(AC006232) putative lipase [Arabidopsis thai 


Seq. No. 


198365 


Contig ID 


42856_1.R1039 






Seq. No. 


198366 


Contig ID 


42858 1.R1039 


>J ILUJOL. £jO 1 


T.TR^I fifi-Om -Ol -Kl -ni 

IilOJlUU UUX V-*- -CvX JJX 




DLiriO J. IN 


LNV^-d X vjX 


y D O / 


LjXLTIO 1 oouic 


47 


E value 


2 . Oe-17 


1 J a. \_ 1 1 _L tsiiy UI1 


91 s 




fil 


NPRT Df=* ci c r i rvh "i nn 


F.nrrunhi s 1 nri Ha 1 arrrp cmlrnm i +■ ri hriQnma 1 






Seq. No. 


198367 


Contig ID 


42864J..R1039 


^ ItLVJOL. J-iO 1 


IllOJiUO UUl ^X £\X U 1 






ooiiuxy if 




5 '-most EST 


LIB31 66-00 1-Q1-K1-D5 


Method 


BLASTX 


NCBI GI 


g2501572 


BLAST score 


387 


E value 


2.0e-37 


Match length 


107 


% identity 


63 


NCBI Description 


LATE EMBRYOGENESIS ABUNDANT PROTEIN EMB8 >gi 




(L47118) EMB8 gene product [Picea glauca] 


Seq. No. 


198369 


Contig ID 


42868 1.R1039 


5' -most EST 


LIB3166-001-Q1-K1-D8 


Method - 


BLASTX 


NCBI GI 


g4249410 



26792 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



598 

6.0e-62 

139 

80 

(AC006072) unknown protein [Arabidopsis thaliana] 
198370 

42870J..R1039 
g3326057 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



198371 

42875JL.R1039 

LIB3272-039-P1-K1-D11 

BLASTX 

g4206789 

457 

6.0e-56 

147 
75 

(AF112864) 
thaliana] 



syntaxin-related protein At-SYRl [Arabidopsis 



198372 

42876_1.R1039 
LIB3166-001-Q1-K1-E4 



Seq, No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



198373 

42878_1.R1039 

uC-gsflmaxxa091f07bl 

BLASTX 

g4204313 

627 

2.0e-65 

140 

84 

(AC003027) lcl|prt_seq No definition line found 
[Arabidopsis thaliana] 

198374 

42879_1.R1039 
LIB3166-001-Q1-K1-E8 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198375 

42881JL.R1039 
LIB3166-001-Q1-K1-F1 

198376 

42884JL.R1039 

LIB3166-001-Q1-K1-F12 

BLASTX 

g3281848 

177 

1.0e-12 

129 
43 

(AL031004) putative protein [Arabidopsis thaliana] 



26793 



II 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 



198377 

42886_1.R1039 
uC-gsronu33B019hl2bl 



198378 
42887_1 
LIB3272 
BLASTX 
g4417300 
153 

1.0e-09 

104 

31 

(AC006446 



R1039 

016-P1-K1-C12 



hypothetical protein [Arabidopsis thaliana] 



198379 

42890_1.R1039 
LIB3166-001-Q1-K1-F8 

198380 

42895_1.R1039 

LIB3166-005-P1-K1-E10 

BLASTX 

g3218467 

276 

4.0e-24 

225 

35 

(AJ006529) putative phosphatase [Gallus gallus] 
198381 

42898_1.R1039 
uC-gsflmaxxa058d02bl 

198382 

42900_1.R1039 

LIB3166-001-Q1-K1-G6 

BLASTX 

g3859116 

204 

6.0e-26 

111 

59 

(AF031609) unknown [Oryza sativa] 
198383 

42901_1.R1039 
LIB3166-001-Q1-K1-G7 

198384 

42902_1.R1039 
LIB3166-001-Q1-K1-G8 

198385 

42903_1.R1039 

LIB3166-001-Q1-K1-G9 

BLASTX 



26794 




NCBI GI 


g3043760 


BLAST score 


910 


E value 


2.0e-98 


Match length 


244 


% ident i t v 


66 


NCBT Dp^cri ot i on 


(AB012759) rPOP fRattus norvpairu^l 


Sea No 


198386 


Contig ID 


42907 1.R1039 


5 T -most EST 


LIB3166-001-Q1-K1-H2 


Method 


BLASTX 


NCBI GI 


g3402704 


BLAST score 


344 


E value 


2.0e-32 


Match length 


119 


% identity 


66 


NCBI Descrir>tion 


(AC004261) hvnothetiral nrotein FArahidonqi^ thalianal 

\ A lv V-/ W ~ £^ U 1 y 11 V S' v XX ^5 I— -X. O O.JL k^X. VJ L>CXli [_ nx CXX*' -X. V-X W k> O Xu L>XXd X J 


Seq. No. 


198387 


Contia ID 

VVllL.AU XL/ 


42910 1 R1039 


5 ' -most EST 


LIB3166-055-P1-K1-C8 


Method 


BLASTX 


NCBI GI 


g2252631 


BLAST score 


317 


E value 


8 . 0e-29 


Matph 1 PTifffh 

XXdL.\_>Xl -L.CXXUL>XX 


101 


S; "i Hpnt "i "h v 

O XvlCilLX L.y 


62 


MPR T n^a cpri t-\"I~ 1 on 


/ FTQ R Q*7 *^ \ Vi t7t^/* , i +- V) o"t~ "i pal T\T*^"f~o*ir , i f Z\ T'a V"\ "i nn q ■? q 1 i ana 1 
\w_7.j_7/«j/ xl_y i_ilfc; L. _L Oci J_ pjLULcxll [nlaJJlUUpolD L-ilcl-L xalla j 


Sea No 


198388 

-L _/ (J w 


Contia ID 


42910 2 R1039 


5 1 -most EST 


LIB3189-053-P1-K1-G6 


Method 


BLASTX 


NCBI GI 


g2252631 


BLAST score 


158 


E value 


2. 0e-10 


Match length 


63 


% identitv 


49 


NCBI Description 




Sea No 


198389 


Contia ID 


42911 1 R1039 


5 ' -most EST 


LIB3166-001-Q1-K1-H6 


Method 


BLASTX 


NCBI GI 


a3319342 


BLAST score 


164 


E value 


2.0e-ll 


Match length 


45 


o xuciiLxu y 


64 


NCBI DescriDtion 


fAF0774071 s i m i 1 a y* "ho mi "hnrhonHTi 3l narri nrofpi f 




XLl-L. L. ^QX X. . XXiilXLL / OUUi C . f J • i *± dllU • JU j ^x^X. CtiJ X U<JUS X O 




■f-ha 1 t anal 


Seq. No. 


198390 


Contig ID 


42912 1.R1039 


5' -most EST 


LIB3166-001-Q1-K1-H7 


Method 


BLASTX 



26795 



o 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl352076 
162 

4.0e-ll 

134 
33 

BETA-GALACTOS I DASE (LACTASE) >gi 1144746 (M35107) 
beta-D-galactosidase (cbgA) [Clostridium acetobutylicum] 

198391 

42913_1.R1039 

LIB3272-026-P1-K1-C2 

BLASTX 

g4262225 

295 

3.0e-42 

147 

55 

(AC006200) putative phosphatidic acid phosphatase 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198392 

42976_1.R1039 

LIB3166-002-Q1-K1-A10 

BLASTX 

g4539301 

423 

1.0e-41 

110 
73 

(AL049480) 
thaliana] 



putative mitochondrial protein [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198393 

42977_1.R1039 

LIB3272-016-P1-K1-G9 

BLASTX 

g3319340 

701 

7.0e-74 

206 

66 

(AF077407) contains similarity to E. coli cation transport 
protein ChaC (GB:D90756) [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198394 

42981J..R1039 

LIB3166-002-Q1-K1-A7 

BLASTX 

g4105782 

422 

2.0e-41 

97 

85 

(AF049922) PGP169-12 



[Petunia x hybrida] 



Seq. No. 
Contig ID 



198395 

42983 1.R1039 



26796 



5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC - g s f lmaxxa 047f06bl 

BLASTX 

gl762428 

568 

2.0e-58 

159 

17 

(U59467) aromatic rich glycoprotein JP630 
thaliana] 



[Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198396 

42985JL.R1039 

LIB3166-002-Q1-K1-B10 

BLASTX 

g418507 

329 

3.0e-30 

163 

41 

S - ADENO S YLME T H I ON I NE : 2 - DEMETH YLMENAQU INONE 
METHYLTRANSFERASE >gi | 541097 | pir | | S40872 hypothetical 
protein fl61 - Escherichia coli >gi 1305032 (L19201) 
ORF_fl61 [Escherichia coli] >gi 11336002 (U56082) 
S-adenosylmethionine : 2-demethylmenaquinone 

methyltransf erase [Escherichia coli] >gi 1 1790364 (AE000467) 
menaquinone biosynthesis, unknown [Escherichia coli] 



Seq. No. 


198397 


Contig ID 


42989 1.R1039 


5 '-most EST 


LIB3166-002-Q1-K1-B3 


Method 


BLASTX 


NCBI GI 


g3559811 


BLAST score 


486 


E value 


4.0e-49 


Match length 


137 


% identity 


71 


NCBI Description 


(AJ010735) grl-protein | 


Seq. No. 


198398 


Contig ID 


43005 1.R1039 


5' -most EST 


LIB3197-008-P1-M1-A4 


Seq. No. 


198399 


Contig ID 


43026 1.R1039 


5' -most EST 


LIB3166-002-Q1-K1-E6 


Method 


BLASTX 


NCBI GI 


g4432857 


BLAST score 


205 


E value 


9.0e-19 


Match length 


136 


% identity 


46 


NCBI Description 


(AC006300) hypothetical 


Seq. No. 


198400 


Contig ID 


43036 1.R1039 


5' -most EST 


uC-gsflnu33B006a03bl 


Method 


BLASTX 



26797 



o 



NCBI GI 


g3434973 


BLAST score 


219 


E value 


1.0e-17 


Match lencrfch 


76 


% \ Hpnt 1 1" v 


61 


NCBI Description 


(AB008106) ethylene respons 




[Arabidopsis thaliana] 


Sea No 


198401 


Pont in TD 


4^049 i Rin^Q 


5 T -mo<?t EST 


a3 32 655 6 


Spa No 


198402 


Print i a TD 


43062 1 R1039 


5 T -most EST 


LIB3166-003-P1-K1-A10 


Method 


BLASTX 


NCBI GI 


g3757521 


BLAST score 


577 


-1—1 V a. X LiC 


2 06-59 


Mat ph 1 pnat h 


217 


o XUC1 1 L. X L-^y 


S4 


NPRT np^rri r>t "i on 


fZXPfiO^I £7 \ nn Vnown nrnf on n 

J1U / / LlllJS.llLVWli piULCXll 


JCLji LM Ll • 


i 9ft4fn 


r , /^n+- -! T Pi 
•v^vjii i i_y x jj 




S'-mo^t EST 


T.TR3llSfi-fl2fi-Pl -K1 -m 

LIXOJIUU \J £. \J IT X 1\ X L/ X 


Method 


BLASTX 


NCBI GI 


a4539370 


BLAST score 


337 


E value 


2.0e-31 




o u 


& "i HPTrh *i "h^/ 

0 X LJ.C11 L. X t— y 


73 




^ r\±j J ^ UUx y d J_<AC UOoti 4 




|_rix alJlv-lt>f)oXS tiia-L J_a.IJ.a J 


Ocl] • INC ■ 


x ^0 ft U 4 


Pnn f- T D 




S'-TTtO^t F.ST 

%J 1LLLV O L. ill <J X 


T.TR31 ^-OOR-PI -Ml -H? 


Mpt" H oH 

L1C L. liULi 


RT.A^TY 

Dxirlij X /V 


NCBI GI 


g3183421 


BLAST score 


208 


E value 


3.0e-16 


Match length 


136 


% identity 


40 


NCBI Description 


HYPOTHETICAL PROTEIN MJ1541 



N-ethylammeline chlorohydrolase homolog - Methanococcus 
jannaschii >gi 11592173 (U67595) N-ethylammeline 
chlorohydrolase (trzA) [Methanococcus jannaschii] 

Seq. No. 198405 

Contig ID 43093_1 . R1039 

5 '-most EST uC-gsf Imaxxa006a02bl 

Seq. No. 198406 

Contig ID 43101_1 . R1039 

5 '-most EST LIB3196-018-P1-M1-A2 

Method BLASTX 



26798 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI, 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4204912 
204 

1.0e-15 

91 

51 

(U58918) MEK kinase [Arabidopsis thaliana] 
198407 

43111_1.R1039 

LIB3166-003-P1-K1-F5 

BLASTX 

g3142290 

616 

4.0e-64 

176 
74 

(AC002411) Contains similarity to gb|Z69902 from C. 
elegans. [Arabidopsis thaliana] 

198408 

43112_1.R1039 

uC-gsronu33B089e06bl 

BLASTX 

g2244865 - 

286 

2.0e-25 * 

192 

39 

(Z97337) hypothetical protein [Arabidopsis thaliana] 
198409 

43116_1.R1039 

LIB3166-003-P1-K1-G10 

BLASTX 

g3860263 

283 

3.0e-25 

126 

51 

(AC005824) putative cytochrome p450 protein [Arabidopsis 
thaliana] 

198410 

43116_2.R1039 

LIB3166-016-P1-K1-F11 

BLASTX 

g3860263 

248 

7.0e-41 

114 

64 

(AC005824) 
thaliana] 



putative cytochrome p450 protein [Arabidopsis 



Seq. No. 
Contig ID 
5' -most EST 



198411 

43125_1.R1039 
LIB3166-024-P1-K1-D2 



26799 



Method 


II 

BLASTX 


NCBI GI 


gll42621 


BLAST score 


196 


E value 


1.0e-14 


Match length 


120 


% identity 


49 


NCBI Description 


(U18349) 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



vulgaris] 
198412 

43125_2.R1039 

LIB3166-011-P1-K1-C3 

BLASTX 

gll42621 

231 

1.0e-23 

183 
44 

(U1834 9) phaseolin G-box binding protein PG2 
vulgaris] 



[Phaseolus 



198413 

43140_1.R1039 

LIB3166-057-P1-K1-G7 

BLASTX 

g2190548 

244 

1.0e-22 

81 

68 

(AC001229) EST gb|ATTS1121 comes from this gene. 
[Arabidopsis thaliana] 



198414 

43161_1.R1039 

g3325773 

BLASTX 

g!237250 

943 

1.0e-102 

262 
72 

(X96784) cytochrome 



P450 [Nicotiana tabacum] 



Seq. No. 
Contig ID 



198415 

43171_1.R1039 

LIB3272-035-P1-K1-E8 

BLASTN 

gll71578 

69 

4.0e-30 

421 

79 

N. tabacum mRNA for HSR515 protein 
198416 

43172 1.R1039 



26800 



5 '-most EST 


g3326004 


Method 


BLASTX 


NCBI GI 


g4185740 


BLAST score 


566 


E value 


3.0e-58 


Match length 


184 


% identity 


62 


NCBI Description 


(AF07 9999) putative glutamate receptor [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198417 

43183_1.R1039 
uC-gsflnu33B036a07bl 

198418 

43194_1.R1039 

LIB3272-029-P1-K1-C12 

BLASTX 

gll74592 

629 

8.0e-66 

118 

97 

TUBULIN ALPHA- 1 CHAIN >gi | 2119270 | pir | | S60233 alpha-tubulin 
- garden pea >gi 1525332 (U12589) alpha-tubulin [Pisum 
sativum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



198419 

43196_1.R1039 
LIB3166-004-P1-K1-G8 
BLASTX 
g4512625 
217 

2.0e-17 

158 

34 

(AC004793) ESTs gb|T20423, gb|AA712864, gb|H76323 and 
gb|Z25560 come from this gene. [Arabidopsis thaliana] 



198420 

43203JL.R1039 

LIB3166-007-P1-K1-G10 

BLASTX 

g3582342 

271 

8.0e-24 

139 

43 

(AC005496) putative flavonol 3- 
[ Arabidopsis thaliana] 



o-glucosyltransf erase 



198421 

43205_1.R1039 

g3325897 

BLASTX 

g3046696 

820 



26801 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%' identity 

NCBI Description 



O 



8.0e-88 

196 

79 

(AL022224) 



CTP synthase like protein [Arabidopsis thaliana] 



198422 

43206JL.R1039 

LIB3166-005-P1-K1-A10 

BLASTX 

g4097587 

246 

2.0e-20 

75 

59 

(U64926) NTGP5 [Nicotiana tabacum] 
198423 

43207J..R1039 

LIB3197-04 6-Q1-M1-B11 

BLASTX 

g4056494 

451 

7.0e-45 

108 

78 

(AC005896) 
thaliana] 



putative protein translocase [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



198424 

43217JL.R1039 

g5044500 

BLASTX 

g!399271 

904 

7.0e-98 

199 

85 

(U31833) calmodulin-domain protein kinase CDPK isoform 2 
[Arabidopsis thaliana] 

198425 

43221JL.R1039 
XIB3166-005-P1-K1-B6 



Seq. No. 
Contig ID 
5 '-most EST 



198426 

43232_1.R1039 
LIB3166-031-P1-K1-D3 



Seq. No. 
Contig ID 
5' -most EST 



198427 

43239JL.R1039 
LIB3166-04 9-P1-K1-G4 



Seq. No. 
Contig ID 
5' -most EST 



198428 

43242_1.R1039 
LIB3272-013-P1-K1-H3 



Seq. No. 



198429 



26802 



Contig ID 


43245 1.R1039 


5 '-most EST 


LIB3166-005-P1-K1-D7 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


1.0e-10 


Mafch lenath 


36 


% i dent it v 


100 


NCBI Descriotion 


Xenopus laevis cDNA clone 27A6-1 


Sea. No. 


198430 


Contig ID 


43251 1.R1039 


5 '-most EST 


LIB3272-034-P1-K1-F8 


Method 


BLASTX 


NCBI GI 


g3928095 


BLAST score 


506 


E value 


6.0e-66 


Match length 


229 


% identity 


59 


NPRT Dpc? pti nt "i on 


(AC005770) putative protein kinase [Arab 




198431 


rnnfin TO 


43258 1.R1039 


5 ' -most EST 


uC-gsflnu33B083h04bl 


Method 


BLASTX 


NCBI GI 


g4105794 


BLAST score 


298 


E value 


5.0e-27 


Ma t" r*h 1 pnath 


79 


% identity 


62 


NCBI Description 


(AF049928) PGP224 [Petunia x hybrida] 


Sea No 


198432 


Contig ID 


43266 1.R1039 


'5' -most EST 


LIB3166-036-P1-K1-F10 


Sea. No. 


198433 


Contig ID 


43275 1.R1039 


5 1 -mo<?t EST 


LIB3166-005-P1-K1-H11 

JU XmJ -X. \J \J V V w x. ^ 1VX 11X -X. 


Spa No 


198434 


font i rr TD 


43279 1 R1039 


5 '-most EST 


g5048051 


Method 


BLASTX 


NCBI GI 


g2924503 


BLAST score 


219 


E value 


2.0e-17 


Match lenath 


177 


S; i Hpr»1~ "1 1~v 

O ±UC1 i L. _L l. y 


32 




(AL022019) alucosvltransf erase TSchizosa 




i ^ O *± -J *J 


Contig ID 


43298 1.R1039 


5 '-most EST 


LIB3166-006-P1-K1-B12 


Method 


BLASTX 


NCBI GI 


g4263507 


BLAST score 


366 



26803 



F value 


5. Oe-35 


Match lencrth 


133 


% \ H €±T\ t 1 t\7 


56 


NPRT rjp<?PT*i n1" i on 


(AC004044) hypothetical protein [Arabidopsis thaliana] 


Cqz-t Wo 


198436 


Pnnt" i rr T D 


43302 1 R1039 


5 T -most EST 


LIB3 166-00 6-P1-K1-B5 


Method 


BLASTX 


NCBI GI 


g4218122 


BLAST score 


633 


F value 


9. Oe-66 


Match lenoth 


266 


% identity 


56 


NCBI Description 


(AL035353) putative protein [Arabidopsis thaliana] 


Sea No 

***** \A * L% m 


198437 


Print* i rr TO 

\^KJIL t i_y 11/ 


43305 1 R1039 


S'-wnqf F9T 


T.TR31 ^fi-DOfi-PI — K1-B8 


O C • IN W • 


198438 


Pont 1 rr TD 


43306 1 R1039 

1 J JUU X * JA1U 


5 ' -most EST 


g5047485 


Method 


BLASTX 


NCBI GI 


g2213643 


BLAST score 


503 


JZj V d-L LLC 


1 Oe-74 


Matr"h 1 onrrth 
ixidL^ii xeny un 


1 80 


% identity 


77 


NCBI Description 


(U57338) glossyl homolog [Oryza sativa] 




198439 


Print t rr T H 


4331 R 1 Rl 03Q 




T TR31 7;£-nfl£ — PI -PT! -Pfi 

JjlDJlOO UUD ITX IV X k^O 




X ,7 0 *± *± \J 




43390 1 R1 03Q 


R i -Tnn<?t F9T 


T,TR31^6-006"-Pl-Kl-D2 


Method 


BLASTX 




rr31 931 65 
y jit jiuj 




181 


E value 


' 6.0e-13 


Match length 


101 


Sr -1 rlfin t "i t v 


43 


NPRT Df^ffiDtion 

i.\ *w U _l_ J-/ ^ O X. 


ZINC FINGER PROTEIN 183 >ai 1 2274 982 1 emb i CAA66907 1 (X98253 




7.NF1 S3 rRomo ^anienc;! >ni 19341099 fAC009477^ zinc-finaer 






Qnrf Ma 


1 Qft 4 41 

X _7 U 4 *± X 


Cr\n -h -i it TH 
OOlJXxy IU 


4339 1 Rl 03Q 


c; » -mncit F^T 


T.TR31ft^Q-01 1 -PI -K1 -PI 1 

LIDJIO J UXX JT X I\X ^11 


Method 


BLASTX 


NCBI GI 


g4539340 


BLAST score 


254 


E value 


1.0e-21 


Match length 


166 


% identity 


36 



26804 



NCBI Description 



(AL035539) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



198442 

43330_1.R1039 

LIB3166-017-P1-K1-D4 

BLASTX 

g322787 

586 

1.0e-60 

134 

84 

pyruvate kinase (EC 2. 
198443 

43337_1.R1039 
LIB3166-045-P1-K1-D10 



7.1.40), cytosolic - potato 



Seq. No. 
Contig ID 
S'-most EST 



198444 

43344_1.R1039 
LIB3166-040-P1-K1-H9 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198445 

43346_1.R1039 

LIB3166-006-P1-K1-F9 

BLASTX 

gl871192 

291 

7.0e-26 

117 

50 

(U90439) Cys3His zinc finger protein isolog [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198446 

43354_1.R1039 

LIB3166-006-P1-K1-G5 

BLASTX 

g2245131 

394 

6.0e-38 

154 

51 

(Z97344) hypothetical protein [Arabidopsis thaliana] 
198447 

43356_1.R1039 

LIB3166-006-P1-K1-G7 

BLASTX 

g3915023 

162 

2.0e-20 

107 

58 

SUCROSE-PHOSPHATE SYNTHASE 1 

(UDP-GLUCOSE-FRUCTOSE-PHOSPHATE GLUCOSYL TRANSFERASE 1) 
>gi | 2588888 | dbj | BAA23213 1 (AB005023 ) sucrose-phosphate 
synthase [Citrus unshiu] 



26805 



II 



Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198448 

43362_1.R1039 

g5044961 

BLASTX 

g3668089 

307 

8.0e-28 

104 

52 

(AC004667) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198449 

43365__1.R1039 

g3325922 

BLASTX 

g4263777 

217 

1.0e-19 

124 

48 

(AC006068) putative serine carboxypeptidase II [Arabidopsis 
thaliana] >gi I 4510391 1 gb IAAD21479. 1 1 (AC007017) putative 
serine carboxypeptidase II [Arabidopsis thaliana] 



beq. no. 


198450 




oonxig ±U 


43372 1.R1039 




5' -most EST 


LIB3166-007-P1-K1 


-A6 


Seq. No. 


198451 




Contig ID 


43380 1.R1039 




5 '-most EST 


LIB3166-054-P1-K1 


-C8 


Seq. No. 


198452 




Contig ID 


43384 1.R1039 




5 '-most EST 


LIB3272-024-P1-K1 


-G12 


Seq. No. 


198453 




Contig ID 


43406 1.R1039 




5 '-most EST 


LIB3166-007-P1-K1 


-El 


Method 


BLASTX 




NCBI GI 


g3128215 




BLAST score 


215 




E value 


3.0e-17 




Match length 


113 




% identity 


49 




NCBI Description 


(AC004077) hypothetica 


Seq. No. 


198454 




Contig ID 


43414 1.R1039 




5 '-most EST 


LIB3166-007-P1-K1 


-E7 


Method 


BLASTX 




NCBI GI 


g2558660 




BLAST score 


335 




E value 


5.0e-31 




Match length 


153 




% identity 


44 





[Arabidopsis thaliana] 



26806 



II 



NCBI Description (AC002354) No definition line found [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198455 

43418_1.R1039 
g3325752 

198456 

43418_2.R1039 

uC-gsflmaxxa060hl0bl 

BLASTX 

gl706186 

249 

5.0e-21 

100 

49 

HIGH-AFFINITY CATIONIC AMINO ACID TRANS PORTER- 1 (CAT-1) 
(CAT1) (SYSTEM Y+ BASIC AMINO ACID TRANSPORTER) (ECOTROPIC 
RETROVIRAL LEUKEMIA RECEPTOR) (ERR) (ECOTROPIC RETROVIRUS 
RECEPTOR) >gi| 110721 |pir| IA32742 murine ecotropic 
retrovirus receptor protein - mouse >gi 1532612 (M26687) 
ecotropic retrovirus receptor [Mus musculus] 

198457 

43428^1. R1039 

LIB3197-014-P1-M1-E1 

BLASTX 

g2160156 

1175 

0.0e+00 

375 

80 

(AC000132) 
synthetase 



Strong similarity to S. pombe leucyl-tRNA 
(gb|Z73100). [Arabidopsis thaliana] 



198458 

43434_1.R1039 

LIB3166-034-P1-K1-H4 

BLASTX 

g2464855 

673 

9.0e-71 

147 

84 

(Z99707) myb-related protein [Arabidopsis thaliana] 
198459 

43444_1.R1039 

LIB3166-027-P1-K1-F8 

BLASTX 

g2618721 

189 

3.0e-14 

70 
66 

(U49072) IAA16 [Arabidopsis thaliana] 



Seq. No. 



198460 



26807 



Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



43445_1.R1039 
LIB3166-007-P1-K1-H4 

198461 

43462_1.R1039 

LIB3166-008-P1-K1-B3 

BLASTX 

g3913047 

532 

1.0e-72 

178 

80 

FLORAL HOMEOTIC PROTEIN APETALA1 (MADS C) 
>gi|1076477|pir| IS52236 Saapl protein - white mustard 
>gi|609253|emb|CAA57233| (X81480) Saapl [Sinapis alba] 

198462 

43481JL.R1039 

LIB3166-008-P1-K1-D3 

BLASTX 

g3402716 

186 

1.0e-13 

178 

37 

(AC004261) unknown protein [Arabidopsis thaliana] 
198463 

43484JL.R1039 

LIB3166-008-P1-K1-D6 

BLASTX 

g3986750 

687 

2.0e-72 

140 

91 

(AF107464) serine/threonine protein phosphatase type 2A 
[Hevea brasiliensis] 

198464 

43485_1.R1039 

LIB3189-046-P1-K1-G12 

BLASTX 

g2245037 

222 

8.0e-18 

153 

43 

(Z97342) nuclear antigen homolog [Arabidopsis thaliana] 
198465 

43504__1.R1039 

LIB3272-033-P1-K1-A3 

BLASTX 

g2809246 

203 

1.0e-15 



26808 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



64 
55 

(AC002560) 



F2401.15 [Arabidopsis thaliana] 



198466 

43519_1.R1039 

g5049851 

BLASTX 

g4220538 

901 

2.0e-97 

218 

78 

(AL035356) NADPH-ferrihemoprotein reductase ATR1 
[Arabidopsis thaliana] 

198467 

43523JL.R1039 
uC-gsflmaxxaOOlgOlbl 



.R1039 

-009-P1-K1-B10 



198468 
43538JL. 
LIB3166- 
BLASTX 
g2996012 
267 

1.0e-48 

128 
77 

(AF054455) cytosolic phosphoglucose isomerase; 
[Leavenworthia crassa] 



PgiC 



198469 

43541JL.R1039 

LIB3196-058-P1-M1-E2 

BLAST N 

g871767 

35 

4.0e-10 

103 

83 

V.unguiculata mRNA for chitinase clase 4 (partial) 
198470 

43572_1.R1039 

LIB3166-022-P1-K1-F10 

BLASTX 

gl403522 

336 

2.0e-31 

107 
62 

(X57187) chitinase [Phaseolus vulgaris] 
198471 

43574_1.R1039 

uC - gs f Imaxxa 0 0 4 dl Ibl 



26809 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3287691 

417 

8.0e-41 

176 
50 

(AC003979) 
gb 1X95455 



Contains similarity to RING zinc finger protein 
from Gallus gallus. [Arabidopsis thaliana] 



198472 

43575_1.R1039 

LIB3166-024-P1-K1-E6 

BLASTX 

gl871192 

395 

3.0e-38 

160 

54 

(U90439) Cys3His zinc finger protein isolog 
thaliana] 



[Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198473 

43594_1.R1039 

uC-gsronu33B163c08b2 

BLASTX 

g3176726 

659 

6.0e-73 

190 

74 

(AC002392) 
thaliana] 



putative serine proteinase [Arabidopsis 



198474 

43596_1.R1039 

g5049565 

BLASTX 

g2109293 

1169 

1.0e-129 

264 
83 

(U97568) serine/threonine protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198475 

43598_1.R1039 

LIB3166-009-P1-K1-G5 

BLASTX 

g3334659 

207 

4.0e-21 

118 

54 

(Y10489) putative cytochrome P450 



[Glycine max] 



Seq. No. 



198476 



26810 



Contig ID 
5 '-most EST 



43604_1.R1039 
LIB3196-015-P1-M1-D6 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



198477 

43621JL.R1039 
LIB3166-010-P1-K1-B10 

BLASTX 
gl9464 
329 

1.0e-30 

85 

62 

(X54464) ribulose bisphosphate carboxylase 
laricina] 



198478 

43648JL.R1039 

LIB3166-010-P1-K1-D5 

BLASTX 

g3643611 

250 

2.0e-21 

59 

78 

(AC005395) putative casein 



[Larix 



kinase [Arabidopsis thaliana] 



198479 

43656_1.R1039 

LIB3166-058-P1-K1-H10 

BLASTX 

gl871192 

224 

2.0e-18 

91 

48 

(U90439) Cys3His zinc finger protein isolog 
thaliana] 



198480 

43659JL.R1039 

g5049354 

BLASTX 

gl495259 

278 

2.0e-24 

135 

39 

(X97826) orf04 



[Arabidopsis 



[Arabidopsis thaliana] 



198481 

43665_1.R1039 

LIB3166-058-P1-K1-A11 

BLASTX 

g4049410 

322 

1.0e-29 

115 



26811 




% identity 


57 


NCBI Description 


(Y10225) L-ascorbate oxidase [Cucumis melo] 


Seq. No. 


198482 


Contig ID 


43666 1.R1039 


5 '-most EST 


uC-gsflnu33B101c06bl 


Sea No. 


198483 


Contig ID 


43676 1.R1039 


5 1 -most EST 


g5044362 


Seq. No. 


198484 


Contig ID 


43681" 1.R1039 


5' -most EST 


LIB3166-010-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


g3183316 


BLAST score 


110 


E value 


7.0e-12 


Match length 


80 


% identity 


49 


NCBI Descriotion 


HYPOTHETICAL 24 4 KD PROTEIN C16E8 14C IN CHROMOSOME I 

11 J- X- \y X X XX_J X JL vliU * ^ XXXV X 1W Jw XJ JU XN JU Vyi— 1 VJ* « JU ^ \^ J— Li vlilWl IWL/V/L i I J JU 




>ai 1 2330702 1 emb 1 CAB11042 1 (Z98529) hvoothetical orotein 

•"^ \J} JU | 4« iV *V V 1 V | V^XLLfcV | VX1 1 / X X V ^ J \ t-J «V 'V v *L« -V f X XV W L-* X X^* ^ JU V H ^^ a X JU X* W _l_ X X 




rSnhizosaccharomvces Dombel 


Spa No 


198485 


Cnnt in TD 


43695 1 R1039 


S'-most EST 


LIB3166-011-P1-K1-H9 

jui ju xv %^x u u wjuju i x ivx ii v 


Method 


BLASTX 


NCBI GI 


g2632252 


BLAST score 


246 


E value 

Xjl v CX JL \*XS»d* 


6 Oe-21 


Match length 


134 


% identitv 


43 


NCBI De^CTi Dt "i on 

JL 'I N^XJi JU IV Vw# kj *w Ju JU VV L~ _L Vl-i 


^Y1?464\ ^pri np/l'hT'pnni np lcinasp rSnrrrhnTn hi ml nrl 


Sea. No. 


198486 


Contia ID 


43715 1 R1039 


5 '-most EST 

<*V XLL W fcV I* J— 1 LV X 


LIB3166-011-P1-K1-C2 

XJ JU XV X U V \/JUJU X JU XVJU b 


Method 


BLASTX 


NCBI GI 


g409756 


BLAST score 


143 


E value 


5.0e-09 


Match length 


88 


% identity 


30 


NCBI Description 


fL25643) ATP/GTP nucleotide-bindina nrotein TLeishinania 




XxlJ_dIi U LlilL J 






font *i rr TH 


*± *J t 1 ^> J. • i\ J. W O J? 


5 1 -most EST 


CT 504 94*02 


Method 


BLASTX 


NCBI GI 


g498038 


BLAST score 


743 


E value 


1.0e-82 


Match length 


231 


% identity 


61 


NCBI Description 


(L33792) lipid transfer protein [Senecio odorus] 



26812 



Seq. No. 
Contig ID 
5 '-most EST 



198488 

43761_1.R1039 
LIB3197-021-Q1-M1-H7 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



198489 

43762_1.R1039 

LIB3272-012-P1-K1-C6 

BLASTX 

g3941543 

246 

7.0e-21 

72 
69 

(AF069497) pelota [Arabidopsis thaliana] 
>gi|4469016|emb|CAB38277| (AL035602) pelota 
[Arabidopsis thaliana] 



(PEL1) 



198490 

43763_1.R1039 

LIB3166-021-P1-K1-E12 

BLASTX 

g3434967 

227 

1.0e-18 

85 
55 

(AB008103) ethylene responsive element binding factor 1 
[Arabidopsis thaliana] 

198491 

43764_1.R1039 
LIB3166-011-P1-K1-H10 



198492 

43775JL.R1039 

LIB3166-012-P1-K1-F12 

BLASTX 

g2894106 

835 

8.0e-90 

177 

88 

(Z78279) Collagen alphal 
198493 

43783JL.R1039 
LIB3166-012-P1-K1-B4 



[Rattus norvegicus] 



Seq. No. 

Contig ID 
5 '-most EST 



198494 

43823JL.R1039 
LIB3166-012-P1-K1-G5 



Seq. No. 

Contig ID 
; 5' -most EST 
Method 



198495 

43825JL.R1039 

LIB3196-001-P1-M1-H4 

BLASTX 



26813 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 f -most EST 



-1} (ELONGATION 
translation 



g399413 
1739 
0.0e+00 
343 
97 

ELONGATION FACTOR 1 -ALPHA 1 (EF-1 -ALPHA- 
FACTOR TU) (EF-TU) >gi | 728 69 | pir | |EFRB1 
elongation factor eEF-1 alpha chain - rabbit 
>gi 1 1070665 1 pir | IEFHU1 translation elongation factor eEF-1 
alpha-1 chain - human >gi | 1551 | emb | CAA4 4162 | (X62245) 
elongation factor 1 alpha [Oryctolagus cuniculus] 
>gi|31098|emb|CAA27245| (X03558) EF-1 alpha (aa 1-463) 
[Homo sapiens] >gi 1181963 (J04617) elongation factor 
EF-l-alpha [Homo sapiens] >gi 1495221 (U09823) elongation 
factor 1 alpha [Oryctolagus cuniculus] 

>gi I 4503471 1 ref] NP_001393. 1 IpEEFlAll eukaryotic translation 
elongation factor 1 alpha 

198496 

43830_1.R1039 

LIB3196-002-P1-M1-C12 

BLASTX 

gll3270 

1199 

0.0e+00 

369 

99 

ACT IN, CYTOPLASMIC 1 (BETA-ACTIN) >gi | 71618 | pir || ATHUB 
actin beta - human >gi | 71619 | pir | | ATMSB actin beta - mouse 
>gi 1279669 | pir | jATCHB actin beta - chicken 
>gi|28252|embiCAA25099| (X00351) beta-actin [Homo sapiens] 
>gil49866iemb|CAA27307| (X03672) beta-actin (aa 1-375) [Mus 
musculus] >gi | 55575 | emb | CAA24528 | (V01217) beta-actin 
[Rattus norvegicus] >gi 1177968 (M10277) cytoplasmic beta 
actin [Homo sapiens] >gi 1211237 (L08165) beta-actin [Gallus 
gallus] >gi|2116655|dbj |BAA20266| (AB004047) beta-actin 
[Homo sapiens] >gi| 2182269 (U39357) beta actin [Ovis aries] 
>gi 12661136 (AF035774) beta actin [Equus caballus] 
>gi | 3320892 (AF076190) beta-actin [Trichosurus vulpecula] 
>gi|4501885|ref | NP_001092 . 1 IpACTB | actin, beta 

198497 

43830_3.R1039 

LIB3196-025-P1-M1-H3 

BLASTX 

gll3271 

445 

3.0e-45 

103 

94 

ACTIN, CYTOPLASMIC 1 (BETA ACTIN) >gi | 85691 | pir |] S01077 
actin beta, cytoskeletal - Kenyan clawed frog 
>gi|1334642|emb|CAA30390| (X07507) actin [Xenopus borealis] 

198498 

43830_4.R1039 
LIB3196-065-P1-M1-A1 



26814 



© 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl703121 

300 

2.0e-45 

109 
81 

ACTIN, CYTOPLASMIC TYPE 5 >gi | 63007 | emb | CAA26486 | 
put. type 5 nonmuscle actin [Gallus gallus] 



(X02648) 



Seq. No. 
Contig ID 



198499 

43840_1.R1039 

LIB3166-013-P1-K1-A2 

BLASTX 

g3184275 

136 

6.0e-ll 

249 
27 

(AC004136) hypothetical protein [Arabidopsis thaliana] 
198500 

43855_1.R1039 

LIB3272-001-P1-K1-B5 

BLASTX 

g4314355 

656 

2.0e-68 

187 

61 

(AC006340) unknown protein [Arabidopsis thaliana] 
198501 

43858_1.R1039 

uC-gsronu33B106a05b2 

BLASTX 

g3269293 

557 

5.0e-57 

206 

58 

(AL030978) putative protein [Arabidopsis thaliana] 
198502 

43872JL.R1039 

LIB3166-013-P1-K1-D2 

BLASTX 

g3367593 

600 

3.0e-62 

162 

65 

(AL031135) putative protein [Arabidopsis thaliana] 
>gi|3805841|emb|CAA21461| (AL031986) putative protein 
[Arabidopsis thaliana] 

198503 

43874 1.R1039 



26815 



# 



5' -most EST 



LIB3166-013-P1-K1-D4 



Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198504 

43876JL.R1039 
LIB3197-047-Q1-M1-E6 

198505 

43881_1.R1039 

g5050609 

BLASTX 

g3894173 

315 

7.0e-29 

71 

79 

(AC005312) hypothetical protein [Arabidopsis thaliana] 
198506 

43888JL.R1039 
LIB3197-060-Q1-M1-C12 

198507 

43899_1.R1039 

LIB3166-013-P1-K1-F6 

BLASTX 

g2146739 

224 

2.0e-18 

70 

63 

hexokinase (EC 2.7.1.1) 1 - Arabidopsis thaliana >gi 1881521 
(U28214) hexokinase 1 [Arabidopsis thaliana] 

198508 

43911JL.R1039 

uC-gsronu33B155c06b2 

BLASTX 

g3892059 

408 

2.0e-39 

211 

50 

(AC002330) predicted protein of unknown function 
[Arabidopsis thaliana] 

198509 

43919_1.R1039 

uC-gsflnu33B024bl0bl 

BLASTX 

g4512694 

238 

6.0e-20 

133 

41 

(AC006569) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



198510 



26816 



Contia ID 


43935 1 R1039 


5 1 -most EST 


uC-asronu33B015e04bl 


Method 


BLASTX 


NCBI GI 


g4559382 


BLAST score 


321 


E value 


1.0e-29 


Match length 


145 


% identity 


47 


NCBI Description 


(AC0065261 outative DNA bindina orotein rArabidonsis 




thsl i ans 1 


Sea No 


198511 


Contig ID 


43936 1 R1039 


5 1 -most EST 


LIB3197-052-Q1-M1-E1 


Method 


BLASTX 


NCBI GI 


g2190419 


BLAST score 


217 


E value 


2.0e-17 


Match length 


110 


% identity 


42 


NCBI Description 


(Y13632) dem [Lycopersicon esculentum] 


Sea* No 


198512 


CoitM rr TO 






T.TR31 6^—01 4-P1 — K1 -R4 

UIDJIUU U X *± x X £\x JD *± 




1 9ft SI 3 


font* *i rr TH 




5 1 —most EST 


T,TR31^6-m 4-P1 -K1 -R9 


Method 


BLASTX 


NCBI GI 


gl814424 


BLAST score 


575 


E v^lnp 

J— 1 V UJLLIU 


2 Oe-59 


Match length 


134 


% identity 


78 


NCBI Description 


(U85254) homeodomain protein AHDP [Arabidopsis thaliana 


Seg. No. 


198514 


Contia ID 


43963 1 R1039 


5 1 —most EST 


TiTR3166-01 4-P1 -K1 -D6 

UlDJXvU UXM XX X\X U 




1 SI S 


Pont" i rr TD 

V^^ll \ — Ly J.LJ 




5 1 -most EST 


LIR3166-01 4-P1 -K1 -F6 

XI X XJ - JXVJw \J X 1 XX LV X J_i \J 


Method 


BLASTX 


NCBI GI 


g3927831 


BLAST score 


622 


E value 


1.0e-72 


Match lenath 


222 


O XVul^Jtl t« X I. V 


46 


LN >w> LJ X ^ LUll 


{ J\.C C\ C\^\1 01 \ GiTTl"i 1 ar -|- a mrw t c: Q an Vitti ti ^ fZivaV^i' r$ r\-r> one? 
\£t\s\J\J+J 1 1 ) o XILlxXa.x l_L> ILLUUoe cLllJS.yx.-L 11 O lr\JL ciXjiCiOpoXS 




L.IlciXxa.Ild. J 


Seq. No. 


198516 


Contig ID 


43975 1.R1039 


5 1 -most EST 


LIB3166-014-P1-K1-E9 


Method 


BLASTX 



26817 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 



g3738325 
516 

2.0e-52 

191 

54 

(AC005170) putative CaMB-channel protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



198517 

43992JL.R1039 

LIB3166-014-P1-K1-G6 

BLASTX 

g2088651 

420 

6.0e-43 

123 
64 

{AF002109) hypersensitivity-related gene 201 isolog 
[Arabidopsis thaliana] 

198518 

44001JL.R1039 
LIB3166-014-P1-K1-H3 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



198519 

44003_1.R1039 
LIB3197-026-Q1-M1-B9 

198520 

44009JL.R1039 
LIB3166-015-P1-K1-A11 



Seq. No. 
Contig ID 
5' -most EST 



198521 

44015JL.R1039 
LIB3272-031-P1-K1-E8 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



198522 

44026_1.R1039 

LIB3166-015-P1-K1-B4 

BLASTX 

g3420049 

169 

7.0e-12 

131 

39 

(AC004680) 
thaliana] 



putative protein phosphatase 2C [Arabidopsis 



198523 

44035__1.R1039 

uC-gsronu33B061e08bl 

BLASTX 

g548852 

349 

5.0e-33 

82 

79 



26818 



NCBI Description 40S RIBOSOMAL PROTEIN S21 >gi | 481227 | pir | | S38357 ribosomal 
protein S21 - rice >gi | 303839 1 dbj | BAA02158 | (D12633) 40S 
subunit ribosomal protein [Oryza sativa] 



Seq. No. 


198524 


Contig ID 


44049 1.R1039 


5' -most EST 


LIB3166-015-P1-K1-D5 


Method 


BLASTX 


NCBI GI 


g2088662 


BLAST score 


153 


E value 


1.0e-09 


Match length 


128 


% identity 


24 


NCBI Description 


(AF002109) unknown protein [Arabidopsis thaliana] 


Seq. No. 


198525 


Contig ID 


44055 1.R1039 


5 '-most EST 


LIB3197-043-Q1-M1-B5 


Method 


BLASTX 


NCBI GI 


a2832658 


BLAST score 


164 


E value 


4.0e-ll 


Match lencrth 


114 


% idpnt* if v 


33 


NCBI Description 


( AT.O 2 1 7 1 fl } Diit"?iti vp nTO'hP'i n r Ar^hi Hr»n«H c: +*h^l i^n^l 

V x ' 1 1 v J- ' <k v / £s UUUL- J. V C Ks -L_ W I— _l_± J. [_ HI QJ^X ^jLKJ Ks l3 _l_ O 1—1 id -L. _L CL1 lu J 


Seq. No. 


198526 


Contig ID 


44062 1.R1039 


5 ' -most EST 


LIB3 166-0 15-P1-K1-E8 


Method 


BLASTX 


NCBI GI 


g2739376 


BLAST score 


262 


E value 


9.0e-23 


Match length 


68 


% identity 


72 


NCBI Description 


(AC002505) Dutative oermease TArabidonsi^ thali ana 1 


Seq. No. 


198527 


Contig ID 


44065 1.R1039 


5* -most EST 


g5048864 


Method 


BLASTX 


NCBI GI 


al34970 


BLAST score 


270 


E value 


2 0e-23 


Match length 


101 


% identity 


47 


NCBI Desorint i nn 


i-* J- iii±jj-iri^ xriiN j_in xyi i ujo*i ^ i pii i i oouii btciiacyanin uapanes 




lacquer- tree 


Seq. No. 


198528 


Contig ID 


44081 1.R1039 


5' -most EST 


LIB3166-015-P1-K1-G4 


Method 


BLASTX 


NCBI GI 


g2384696 


BLAST score 


489 


E value 


7.0e-49 


Match length 


202 



26819 



© 





51 




f AF01 6} arvl- PoA oxidase rMvxococcus xanthus 




198529 




44084 1 R1039 

1 1 u u ^ x » rvx \J -~) ./ 


5' -most EST 


g5 04 9410 


Method 


BLASTX 


NCBI GI 


gl255951 


BLAST score 


1371 


F. vpi 1 np 

11) VOX Lie 


1 Oe-152 


Mstr'h 1 pnnth 


326 


^> XvJ.ell L, -L Ly 


R0 


Li V^XJ X uCO^J — L^J L.L vll 


(X9693?} PS60 TNicotiana tabacuml 


O e VJ « • 


198530 

X ~S U »J *J \J 


Pont* in TV) 


44097 1 R1039 


5 '-most EST 


LIB3166-016-P1-K1-A1 


Method 


BLASTX 


NCBI GI 


gl871185 


BLAST score 


525 


F va 1 np 


1 . Oe-53 


Matr*h 1 Plinth 


127 


& identitv 


73 


WPRT npc;pr"l Tit* "i r^n 

1NWX>X .Ueo OX X k> 1 — LKJli. 


^ u^vt J ^ / seven x ii CLJJOCHL.XCI louiuy l r~ix aw±uu^ o x o 




X .70 JJl 




AA~[ fi£ 1 Dl n^Q 
*± *± X U U 1«I\1Ujj 


lLi\J O U DO 1 




lie UllvU 


RT.ASTX 


NCBI GI 


g629600 


BLAST score 


451 


E value 


2.0e-71 


Match length 


160 


% identity 


73 


NCBI Description 


1-aminocyclopropane-l-carboxylate synthase (EC 



4.4.1, 

wild cabbage >gi | 562280 | emb | CAA5772 4 | (X82273) 
1-aminocyclopropane-l-carboxylate synthase [Brassica 
oleracea] 



14) 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198532 

44107JL.R1039 

LIB3166-016-P1-K1-A8 

BLASTX 

g!707922 

733 

9.0e-78 

161 

86 

GLUC0SE-1-PH0SPHATE ADENYLYL TRANSFERASE LARGE SUBUNIT 
PRECURSOR (ADP-GLUCOSE SYNTHASE) (ADP-GLUCOSE 
PYROPHOSPHORYLASE) (AG PAS E S) (ALPHA-D-GLUC0SE-1-PH0SPHATE 
ADENYL TRANSFERASE) >gi | 107 6255 | pir | | S51944 
glucose- 1-phosphate adenylyltransf erase (EC 2.7.7.27) large 
chain SI precursor - beet >gi | 55 6624 | emb | CAA55516 | (X78900) 
glucose-l-phosphate adenylyltransf erase [Beta vulgaris] 



Seq. No. 



198533 



26820 



Contig ID 

5?. -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI -Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44122_1.R1039 

LIB3166-016-P1-K1-C10 

BLASTX 

g3249105 

624 

7.0e-65 

183 

65 

(AC003114) Contains similarity to protein phosphatase 2C 
(ABI1) gb 1X78886 from A. thaliana. [Arabidopsis thaliana] 



198534 

44141_1.R1039 

uC-gsronu33B178f06bl 

BLASTX 

g4056480 

338 

3.0e-31 

167 

51 

(AC0058 96) putative adenylate kinase 



[Arabidopsis thaliana] 



198535 

44150_1.R1039 

LIB3166-016-P1-K1-E6 

BLASTX 

gll74199 

357 

2.0e-33 

159 

51 

(U44760) S25-PR6 [Nicotiana tabacum] 
198536 

44160_1.R1039 

LIB3166-016-P1-K1-F7 

BLASTX 

g2088653 

214 

3.0e-17 

109 

41 

(AF002109) 
thaliana] 



Hslpro-1 related protein isolog [Arabidopsis 



198537 

44168_1.R1039 

LIB3272-002-P1-K1-G4 

BLASTX 

g2213536 

180 

5.0e-13 

161 

35 

(X98738) DNA-binding protein PD1 



[Pisum sativum] 



Seq. No. 



198538 



26821 




Contig id 


44175 1.R1039 


5 '-most EST 


LIB3166-016-P1-K1-H12 


Method 


BLASTX 


NCBI GI 


g3859659 


BLAST score 


455 


E value 


5.0e-45 


Match length 


160 


% identity 


57 


NCBI Description 


(AL031394) putative potassium transporter AtKTSp (AtKT5) 




[Arabidopsis t ha liana] 


Seq. No. 


198539 


Contig ID 


44178 1.R1039 


5 '-most EST 


LIB3166-016-P1-K1-H4 


Method 


BLASTX 


NCBI GI 


g4538905 


BLAST score 


585 


E value 


1.0e-60 


Match length 


132 


% identity 


83 


NCBI Description 


(AL04 94 82) putative protein [Arabidopsis thaliana] 


Sea No 


198540 


Pont i rr TD 


44181 1 R1039 


5' -most EST 


LIB3197-033-Q1-M1-B7 


Method 


BLASTX 


NCBI GI 


g3599491 


BLAST score 


244 


E value 


1. Oe-20 


Match length 


57 


% idpntitv 


79 


NPRT Dpscriotion 


(AF08514 9) Dutative aminotransferase TCaosicum chinensel 


Seer No 


198541 


Pontia ID 


44183 1 R1039 


5 '-most EST 


LIB3166-017-P1-K1-A1 


Method 


BLASTX 


NCBI GI 


g541816 


BLAST score 


425 


E value 


6.0e-42 


Match lenath 


130 


% identity 


63 


NCRT Dp spti rit i on 


DTotp"i n ki na^p — ponnnon ipp olant >ai 1 4^7689 i emfc> 1 CAA8 2 990 




(Z^n^^Q^ oTotpin lcina^e rMp^PTTihTvanthPTTinTTi PTv^tal 1 inniril 


Spa No 


198542 


font - "i rr TD 


44196 1 R1039 


5' -most EST 


LIB31^6-050-Pl-Ml-C2 


Method 


BLASTX 


NCBI GI 


g2792220 


BLAST score 


314 


E value 


6.0e-29 


Match length 


136 


% identity 


46 


NCBI Description 


(AF032688) NBS-LRR type resistance protein [Oryza sativa] 


Seq. No. 


198543 



26822 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44228_1.R1039 

LIB3189-048-P1-K1-G8 

BLASTX 

g3834307 

1182 

1.0e-130 

334 

68 

(AC005679) Strong similarity to gene T10I14.120 gi 12832679 
putative protein from Arabidopsis thaliana BAC gb|AL021712. 
ESTs gb|N65887 and gb|N65627 come from this gene. 
[Arabidopsis thaliana] 



198544 

44238JL.R1039 

LIB3166-017-P1-K1-F10 

BLASTX 

g3367568 

333 

2.0e-33 

108 

64 

(AL031135) protein kinase 



thaliana] 



- like protein [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198545 

44241_1.R1039 

g5048989 

BLASTX 

g4115918 

393 

1.0e-37 

155 

57 

(AF118222) similar to nascent polypeptide associated 
complex alpha chain [Arabidopsis thaliana] 

198546 

44249JL.R1039 

LIB3166-017-P1-K1-G11 

BLASTX 

gll72441 

380 

4.0e-50 

187 

65 

POSSIBLE TRANSCRIPTION FACTOR POSF21 >gi | 99685 | pir | | S218 83 
DNA-binding protein P0SF21 - Arabidopsis thaliana 
>gi|16429|emb|CAA43366| (X61031) posF21 [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 



198547 

44251_1.R1039 
uC-gsronu33B169c08bl 

198548 

44254 1.R1Q39 



26823 



5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



g5049812 
198549 

44272JL.R1039 
LIB3166-018-P1-K1-A3 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 



198550 

44278_1.R1039 

LIB3166-018-P1-K1-A9 

BLASTX 

g2961384 

892 

4.0e-96 

412 

44 

(AL022141) aldehyde dehydrogenase like protein [Arabidopsis 
thaliana] 

198551 

44281J..R1039 
LIB3166-018-P1-K1-E12 

198552 

44283_1.R1039 
LIB3166-018-P1-K1-B2 

198553 

44286_1.R1039 
LIB3166-018-P1-K1-B6 

198554 

44322_1.R1039 
LIB3166-018-P1-K1-E7 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



198555 

44326_1.R1039 
LIB3166-049-P1-K1-C10 

198556 

44333JL.R1039 

uC-gsflnu33B009ellbl 

BLASTX 

g3775989 

351 

4.0e-33 

95 

75 

(AJ010458) RNA helicase [Arabidopsis thaliana] 
198557 

44337JL.R1039 

uC-gsflmaxxa067e!0bl 

BLASTX 

g3445207 

1469 

1.0e-166 

456 



26824 



% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



63 

(AC004786) unknown protein [Arabidopsis thaliana] 
198558 

44340JL.R1039 
LIB3189-003-P1-K1-C8 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198559 

44341_1.R1039 

LIB3166-018-P1-K1-G3 

BLASTX 

g2136258 

183 

1.0e-13 

75 
45 

template activating factor-I, splice form alpha - human 
>gi| 971272 | dbj |BAA08139| (D45198) template acyivating 
factor-I alpha [Homo sapiens] 

198560 

44342_1.R1039 

LIB3166-018-P1-K1-G5 

BLASTX 

g4539333 

907 

6.0e-98 

266 

64 

(AL035539) putative amino acid transport protein 
[Arabidopsis thaliana] 



Seq. No. 


198561 




Contig ID 


44381 1.R1039 




5 '-most EST 


LIB3189-048-P1-K1- 


-G10 


Method 


BLASTX 




NCBI GI 


g2605621 




BLAST score 


366 




E value 


3.0e-45 




Match length 


122 




% identity 


76 




NCBI Description 


(D88619) OSMYB3 [Oryza 


Seq. No. 


198562 




Contig ID 


44389 1.R1039 




5 '-most EST 


LIB3166-019-P1-K1- 


-D4 


Method 


BLASTN 




NCBI GI 


g2605620 




BLAST score 


36 




E value 


1.0e-10 




Match length 


36 




% identity 


100 




NCBI Description 


Oryza sativa mRNA 


for 


Seq. No. 


198563 




Contig ID 


44394 1.R1039 




5' -most EST 


LIB3166-019-P1-K1- 


■D9 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2160189 

764 

2.0e-81 

246 
61 

(AC000132) Similar to A. 
kinase (gb | RLK5_ARATH) . 



thaliana receptor-like protein 
ESTs gb|ATTS0475,gb|ATTS4362 come 



from this gene. [Arabidopsis thaliana] 





l^O Jul 




44407 1 


5 '-most EST 


g3325866 






UUllLiy XLf 


4 4417 1 


0 "IllOSL tiOi 




Method 


tjt 7\ crpv 


NLrSI bl 


gZ4 D / Z / 4 


BLAST score 




E value 


2 . Oe-zo 


Ma ten lengtn 


IZb 


% identity 




NCBI Description 


t Zi :? :? / 3 :? J 


Seq. No. 


198566 


Contig ID 


44419 1. 


5' -most EST 


LIB3166- 


Seq. No. 


198567 


Contig ID 


44436 1. 


5' -most EST 


LIB3166- 


Method 


BLASTX 


NCBI GI 


g417103 


BLAST score 


140 


E value 


6.0e-19 


Match length 


60 


% identity 


80 


NCBI Description 


HI STONE 



R1039 



R1039 

019-P1-K1-F9 



rna binding protein [Schizosaccharomyces pombe] 



R1039 



-K1-A10 



H3.2, MINOR >gi|282871|pir| IS24346 histone 
H3.3-like protein - Arabidopsis thaliana 

>gi|16324|emb|CAA42957| (X60429) histone H3.3 like protein 
[Arabidopsis thaliana] >gi | 404825 i emb | CAA4 2958 | (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi 1488563 
(U09458) histone H3.2 [Medicago sativa] >gi 1488567 (U09460) 
histone H3.2 [Medicago sativa] >gi 1488569 (U09461) histone 
H3.2 [Medicago sativa] >gi 1488575 (U09464) histone H3.2 
[Medicago sativa] >gi| 488577 (U09465) histone H3.2 
[Medicago sativa] >gi | 510911 | emb | CAA56153 | (X79714) histone 
H3 [Lolium temulentum] >gi | 1435157 | emb | CAA58445 | (X83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi 1 2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi I 3273350 |dbj |BAA31218| (AB015760) histone H3 [Nicotiana 
tabacum] >gi 13885890 (AF093633) histone H3 [Oryza sativa] 
>gi|4038469|gblAAC97380| (AF109910) histone H3 [Porteresia 
coarctata] >gi | 4490754 | emb | CAB38916 . 1 1 (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi | 4490755 | emb | CAB38917 . 1 ! 
(AL035708) Histon H3 [Arabidopsis thaliana] 
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Seq. No. 
Contig ID 
5' -most EST 



198568 

44446_1.R1039 
LIB3166-020-P1-K1-B10 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 F -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



198569 

44452JL.R1039 

uC-gsronu33Bl 68 f 0 9b 1 

BLASTX 

g710626 

160 

1.0e-10 

133 
37 

(D30719) ERD15 protein [Arabidopsis thaliana] >gi | 3241941 
(AC004625) dehydration-induced protein ERD15 [Arabidopsis 
thaliana] >gi 13894181 (AC005662) ERD15 protein [Arabidopsis 
thaliana] 

198570 

44453_1.R1039 

LIB3166-020-P1-K1-B6 

BLASTX 

gl28194 

537 

5.0e-55 

129 

80 

NITRATE REDUCTASE (NR) 
reductase (NADH) (EC 1. 



>gi!81572|pir| IA41667 nitrate 
6.6.1) - winter squash >gi 11674 99 



(M33154) nitrate reductase [Cucurbita maxima] 
198571 

44464_1.R1039 

LIB3166-020-P1-K1-C9 

BLASTX 

g2244811 

208 

2.0e-16 

88 
56 

(Z97336) unnamed protein product [Arabidopsis thaliana] 
198572 

44485JL.R1039 

g5045079 

BLASTX 

g3341687 

226 

3.0e-18 

75 
63 

(AC003672) putative ras protein [Arabidopsis thaliana] 
198573 

44485_2.R1039 
LIB3166-039-P1-K1-H11 



26827 



II 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No* 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



BLASTX 

g3341687 

179 

6.0e-13 

86 

47 

(AC003672) 



putative ras protein [Arabidopsis thaliana] 



198574 

44486JL.R1039 

LIB3166-020-P1-K1-E9 

BLASTX 

gl771160 

1087 

1.0e-119 

287 
72 

(X98929) SBT1 [Lycopersicon esculentum] 

>gi | 3687305 | emb | CAA06999 1 (AJ006378 ) subtilisin-like 

protease [Lycopersicon esculentum] 

198575 

44503_1.R1039 

g3326274 

BLASTX 

g4567228 

257 

1.0e-25 

83 

77 

(AC007119) unknown protein [Arabidopsis thaliana] 
198576 

44524_1.R1039 

LIB3166-021-P1-K1-A2 

BLASTX 

gl553133 

197 

7.0e-15 

192 

12 

(U64722) actin-fragmin kinase [Physarum polycephalum] 
198577 

44539JL.R1039 

uC-gsronu33B011bllbl 

BLASTX 

g4559331 

400 

6.0e-39 

83 
83 

(AC007087) unknown protein [Arabidopsis thaliana] 
198578 

44566_1.R1039 
LIB3166-021-P1-K1-E1 
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Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198579 

44568JL.R1039 

LIB3166-021-P1-K1-E11 

BLASTX 

g2558664 

217 

2.0e-17 

70 
59 

(AC002354) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BIjAST score 

E value 

Match length 

% identity 

NCBI Description 



198580 

44571J..R1039 

LIB3272-049-P1-K1-C8 

BLASTX 

g2507300 

507 

6.0e-52 

132 

78 

ACTIVATOR 1 40 KD SUBUNIT (REPLICATION FACTOR C 40 KD 
SUBDNIT);(A1 40 KD SUBUNIT) (RF-C 40 KD SUBUNIT) (RFC40) 
>gi|159a#ll (M87338) replication factor C, 40-kDa subunit 
[Homo sapiens] >gi 12914760 (AF045555) replication factor C 
subunit 2 [Homo sapiens] >gi I 4506487 | ref | NP_002905 . 1 1 pRFC2 | 
replication factor C (activator 1) 2 (40kD) 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5" -most EST 



198581 

44577JL.R1039 

LIB3166-021-P1-K1-E9 

BLASTX 

g2281635 

237 

1.0e-19 

60 
75 

(AF003098) AP2 domain containing protein RAP2 . 5 
[Arabidopsis thaliana] 

198582 

44578_1.R1039 
uC-gsronu33B061h08bl 

198583 

44580JL.R1039 
LIB3166-026-P1-K1-F5 



Seq. No. 
Contig ID 
5' -most EST 



198584 

44582JLR1039 
LIB3166-021-P1-K1-F2 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 



198585 

44585_1.R1039 

LIB3196-041-P1-M1-D3 

BLASTX 

g2660676 



26829 



BLAST score 


980 


E value 


1.0e-106 


Match length 


214 


% identity 


82 


NCBI Description 


(AC002342) Dreg-2 like protein [Arabidopsis thaliana] 


Seq. No. 


198586 


Contig ID 


44590 1 R1039 


5 T -most EST 


LIB3166-035-P1-K1-F3 

X«J <X> XV ^ *X> w w w X. *X» X\ «X> X* w 


Seq. No. 


198587 


Contia ID 


44596 1 R1039 


5 ' -most EST 


g5048294 


Method 


BLASTX 


NCBI GI 


g3335378 


BLAST score 


437 


E value 


5.0e-43 


Match lencrth 

X X(_*X U wll X WllU L~XX 


107 


% identity 


74 




\ F\S~r \J KJ *J KJ V J LlyiJ IC1QL.CU L. X Gilo Ol X£J ' LLJll a^LX VaLUX {_ .TlX CLLJ X U.lw>£J O . 




■Hha 1 i a. n a. 1 

L>11CIX JLCllXd J 


Seer No 


198588 

1 JUU 






5 '-most EST 


LIB3166-028-P1-K1-E2 


Method 


BLASTX 


NCBI GI 


g4220481 


BLAST score 


186 


W. \TZi 1 IIP 
J-J V CLX (XC 




Matph 1 pricrth 

I* ACL w wX X -J— vIIm Uli 


71 




55 


NPRT Dp^pti rvh "i nn 


/APftO^nfiQ^ 1 1 Tt VrtOTArn t^t"^+" pi n T Srahi H q n q f hal "i anal 
^nuuuuuu uumiuwu piutcxn [m ciiJ X vxvJj^o X o Uiia.XXcli.lctj 


Qprr No 


198589 


Contirr Tn 

\^ K-/ li u x \j j_ i_y 


11UXU X . £\X VJ j 


5 '-most EST 


LIB3 189-04 8 -P1-K1-D10 


Method 


BLASTX 


NCBI GI 


g4371290 


BLAST score 


708 


E value 


9. 0e-75 


Match lpnath 


218 


% identitv 


61 


Xil^XJJ. UCOUJ — L^LXWll 


fAr^OOfi^^n^ nn Irn nwrs nr^if oi n TZir*al^n H^tvo tq f ha 1 t anal 
LiiliSXikJ Wii £^XVJLtSXil [ "X CtJJX(J.<w> L>0 x o LiiclXXctiiclj 




X _7 O .J _7VJ 


prjn1~ i a TD 

ILX^ XU 


44 617 1 RlfHQ 


5 '-most EST 


T.TR^1^7-0R1 -Ol -Ml -C9 

UXD JX J / L/ X X I i X \s J 


Method 


BLASTX 


NCBI GI 


a2642153 


BLAST score 


172 


E value 


4.0e-12 


Match length 


133 


% identity 


35 


NCBI Description 


(AC003000) unknown protein [Arabidopsis thaliana] 




>gi 12795810 (AC003674) unknown protein [Arabidopsis 




thaliana] 
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Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 



198591 

44618_2.R1039 

LIB3166-022-P1-K1-A2 

BLASTX 

gl363484 

545 

9.0e-56 

202 

58 

IAA13 protein - Arabidopsis thaliana >gi 1972929 (U18415) 
IAA13 [Arabidopsis thaliana] >gi 12459414 (AC002332) auxin 
inducible protein, IAA13 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



198592 

44624_1.R1039 
uC-gsflnu33B101e!0bl 



Seq. No. 
Contig ID 
5' -most EST 



198593 

44646_1.R1039 
LIB3166-022-P1-K1-D1 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198594 

44650JL.R1039 

LIB3166-028-P1-K1-G4 

BLASTX 

g780658 

163 

6.0e-ll 

176 

29 

(U23040) putative alcohol dehydrogenase [Rhizobium 
leguminosarum bv. viciae] 



Seq. No. 
Contig ID 
5 '-most EST 



198595 

44659JL.R1039 
LIB3166-022-P1-K1-E12 



Seq. No. 
Contig ID 
5 '-most EST 



198596 

44664J..R1039 
LIB3166-037-P1-K1-F12 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198597 

44676_1.R1039 

LIB3197-015-P1-M1-E4 

BLASTX 

g2462825 

561 

2.0e-57 

188 

64 

(AF000657) contains Procite 'RNPl 1 
region [Arabidopsis thaliana] 



putative RNA-binding 



Seq. No. 
Contig ID 
5' -most EST 
Method 



198598 

44678_1.R1039 

LIB3166-022-P1-K1-G10 

BLASTN 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3941288 
47 

5.0e-17 

257 
82 

Pisum sativum similarity to SCAMP37 (psam2) mRNA, complete 
cds 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

'% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Contig ID 
5' -most EST 



198599 

44684J..R1039 

uC-gsronu33B143e01bl 

BLASTX 

g2443878 

332 

8.0e-42 

229 

45 

(AC002294) Unknown protein [Arabidopsis thaliana] 
198600 

44702_1.R1039 

uC-gs f ImaxxaO 61d0 6b 1 

BLASTX 

gl695882 

210 

5.0e-24 

106 

55 

(U63743) mitotic centromere-associated kinesin [Homo 
sapiens] 

198601 

44706_1.R1039 
LIB3166-033-P1-K1-H4 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5" -most EST 



198602 

44718JL.R1039 

LIB3189-036-P1-K1-C7 

BLASTX 

g3785972 

805 

4.0e-86 

231 

72 

(AC005560) putative auxin transport protein [Arabidopsis 
thaliana] >gi | 4262249 | gb IAAD14542 [ (AC006200) putative 
auxin transport protein [Arabidopsis thaliana] 

198603 

44719_1.R1039 
LIB3196-004-P1-M1-F7 



Seq. No. 
Contig ID 
5' -most EST 



198604 

44726JL.R1039 
LIB3197-047-Q1-M1-H9 



Seq. No. 



198605 
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Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44730JL.R1039 

uC-gs f lmaxxa 0 4 0 f 1 Ob 1 

BLASTX 

g544134 

329 

2.0e-30 

107 

50 

DNA- DAMAGE - RE PAI R/ TOLERAT I ON PROTEIN DRT100 PRECURSOR 
>gi| 99720 |pir||S22863 hypothetical protein - Arabidopsis 
thaliana >gi I 421844 | pir I I A46260 RecA functional analog 
DRT100 - Arabidopsis thaliana (fragment) 



Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198606 

44739JL.R1039 

uC-gsflnu33B091f03bl 

BLASTX 

g3885338 

223 

3.0e-18 

110 
38 

(AC005623) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



198607 

44755JL.R1039 
LIB3166-023-P1-K1-F2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198608 

44758JL.R1039 

LIB3166-023-P1-K1-F5 

BLASTX 

g2827549 

1628 

0.0e+00 

346 

89 

(AL021635) glycoprotein endopeptidase 
[Arabidopsis thaliana] 



like protein 



Seq. No. 
Contig ID 
5' -most EST 



198609 

44760_1.R1039 
LIB3166-023-P1-K1-F8 



Seq. No. 
Contig ID 
5' -most EST 



198610 

44765_1.R1039 
LIB3166-023-P1-K1-G2 



Seq. No. 
Contig ID 
5' -most EST 



198611 

44788_1.R1039 
LIB3166-024-P1-K1-A2 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



198612 

44801_1.R1039 

LIB3196-0_£|-P1-M1-F2 

BLASTX 

gl310677 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



281 

8.0e-35 

178 

44 

(X97636) protein z-type serpin [Hordeum vulgare] 
198613 

44815_1.R1039 
LIB3166-027-P1-K1-F5 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198614 

44817JL.R1039 
uC-gsronu33B117b05bl 

198615 

44825_1.R1039 

LIB3166-024-P1-K1-D5 

BLASTX 

g4544409 

680 

1.0e-71 

175 
67 

(AC006955) putative transcription factor [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198616 

44849_1.R1039 

LIB3166-024-P1-K1-F8 

BLASTX 

g4263795 

249 

6.0e-21 

73 
63 

(AC006068) putative glucosyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



198617 

44870_1.R1039 

LIB3166-024-P1-K1-H7 

BLASTX 

g!568664 

319 

3.0e-29 

156 

44 

(U70873) O-methyltransferase [Pinus radiata] 
198618 

44894_1.R1039 

LIB3166-025-P1-K1-B8 

BLASTX 

g3643085 

398 

2.0e-38 
165 



26834 



% identity 

NCBI Description 



Seq. No. 

Contig ID 
5* -most EST 

Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51 

(AF075580) protein phosphatase-2C; PP2C [Mesembryanthemum 
crystallinum] 

198619 

44899JL.R1039 
uC-gsflnu33B094d05bl 

198620 

44923_1.R1039 

LIB3166-025-P1-K1-E5 

BLASTX 

g4559342 

602 

1.0e-62 

122 
90 

(AC007087) putative copper methylamine oxidase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198621 

44941JL.R1039 

LIB3272-033-P1-K1-G9 

BLASTX 

g3367522 

333 

4.0e-31 

126 

57 

(AC004392) EST gb|T04691 comes from this gene, 
thaliana] 



[Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5" -most EST 



198622 

44944_1.R1039 

LIB3166-025-P1-K1-G6 

BLASTX 

g!173137 

498 

1.0e-50 

98 

94 

DNA- DIRECTED RNA POLYMERASE II 19 KD POLYPEPTIDE (RNA 
POLYMERASE II SUBUNIT 5) >gi | 322700 | pir || B44457 RNA 
polymerase II fifth largest subunit - Glycine max^soybeans 
>gi| 170052 (M90504) RNA polymerase II [Glycine max] 

198623 

44945JL.R1039 
LIB3272-052-P1-K1-F7 



Seq. No. 
Contig ID 
5' -most EST 



198624 

44945_2.R1039 
LIB3166-025-P1-K1-G7 



Seq. No. 
Contig ID 
5' -most EST 



198625 

44953_1.R1039 
LIB3166-027-P1-K1-D6 
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Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198626 

44963JL.R1039 

g5044413 

BLASTX 

g3927916 

471 

5.0e-47 

88 

98 

(AJ130887) glycine-rich protein 2 [Fagus sylvatica] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198627 

44963_2.R1039 

g5050372 

BLASTX 

gl076626 

466 

2.0e-46 

120 

75 

glycine rich protein - common tobacco 

>gi|790473|emb|CAA58702| (X83731) soluble, glycine rich 
protein [Nicotiana tabacum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198628 

44986_1.R1039 

LIB3166-026-P1-K1-C6 

BLASTX 

g2129583 

330 

1.0e-30 
89 
74 

ferritin 
(X94248) 



- Arabidopsis thaliana >gi 1 1246401 1 emb | CAA63932 | 
ferritin [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198629 

44987JL.R1039 

LIB3166-051-P1-K1-D1 

BLASTX 

g2829862 

402 

5.0e-39 
187 
47 

(AC002396) 
thaliana] 



Similar to glucosyltransf erases [Arabidopsis 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



198630 

44993JLR1039 

LIB3166-057-P1-K1-G9 

BLASTX 

g439489 

270 

3.0e-38 
178 
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% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47 

(D26084) zinc-finger DNA binding protein [Petunia x 
hybrida] 

198631 

44 993_2.R1039 

LIB3166-026-P1-K1-D12 

BLASTX 

g439493 

312 

1.0e-28 

140 
44 

(D26086) zinc-finger protein [Petunia x hybrida] 





198632 


Contig ID 


45002 1.R1039 


5' -most EST 


LIB3166-026-P1-K1-E10 


L it: 




1NL/JDX OX 




nLiAbi score 


1 1 
/ X 


E value 


x • vj t; ji 


Ma 4- /^tVi 1 OT"iPrt*Vl 

lYlclLCil Xtrliy L-J.J. 


179 

X / J 


% identity 


Oj 


lNL-rsi uescripi-ion 


fix aiJlClOpo-Lo LMlcLXXcillcl ytillt-HlLXt. 






Seq. No. 


198633 


Contig ID 


45015 1.R1039 


D — mOSC Hoi 


t tr^i pq— nm -pi — pfi -a? 

LlDJlo? UU1 irX JTVX -ri/ 


Method 


"RT ZiQTV 
rSXii-io 1 A 


InCJ3x bl 


goi /D /ZD 


DhRoi score 


lor 


E value 


O • \J c XI 


Match length 




% identity 




NPRT np^rrintioTi 


(AC002392) unknown protein 


Seq. No. 


198634 


Contig ID 


45031 1.R1039 


5 '-most EST 


LIB3166-026-P1-K1-H1 


Method 


BLASTX 


NCBI GI 


g4220534 


BLAST score 


538 


E value 


2.0e-55 


Match length 


214 


% identity 


57 


NCBI Description 


(AL035356) putative protein 


Seq. No. 


198635 


Contig ID 


45035 1.R1039 


5' -most EST 


LIB3166-026-P1-K1-H3 


Method 


BLASTX 


NCBI GI 


g2244898 


BLAST score 


190 


E value 


2.0e-14 


Match length 


55 



26837 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



69 

(Z97338) strong similarity to protein phosphatase 2A 
regulatory chain, 74K [Arabidopsis thaliana] 

198636 

45045JL.R1039 

uC-gsflmaxxa098g02bl 

BLASTX 

g3395423 

293 

3.0e~26 

101 

59 

(AC004683) putative protein kinase [Arabidopsis thaliana] 
>gi 1 3786023 (AC005499) putative protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



198637 

45053JL.R1039 

LIB3166-052-P1-K1-A7 

BLASTX 

g4164408 

752 

5.0e-80 

172 

79 

(AJ132228) amino acid carrier [Ricinus communis] 
198638 

45055JL.R1039 

LIB3272-003-P1-K1-H4 

BLASTX 

g3549679 

151 

8.0e-10 

39 

82 

(AL031394) putative protein [Arabidopsis thaliana] 
198639 

45064JL.R1039 

uC-gsronu33Bl26f08bl 

BLASTX 

g4388834 

177 

1.0e-12 

188 

18 

(AC006528) putative disease resistance protein RPP1, 3 1 
partial [Arabidopsis thaliana] 

198640 

45067_1.R1039 
LIB3166-027-P1-K1-C3 



Seq. No. 
Contig ID 



198641 

45071 1.R1039 



26838 



5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



uC-gsf lmaxxa02 6h05bl 
198642 

45077JL.R1039 
LIB3189-005-P1-K1-F5 



Seq. No. 
Contig ID 
5' -most EST 



198643 

45081_1.R1039 
LIB3166-027-P1-K1-D9 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198644 

45085_1.R1039 

uC-gsronu33b025cllbl 

BLASTX 

g728949 

268 

4.0e-23 

105 

50 

BLUE COPPER PROTEIN PRECURSOR >gi | 99665 | pir | IS25555 blue 

copper protein - Arabidopsis thaliana 

>gi | 2147156|pir|| 139698 blue copper-binding protein - 

Arabidopsis thaliana >gi | 16203 | emb | CAA78771 | (Z15058) blue 

copper-binding protein [unidentified bacterium] 

>gi I 739987 |prf M 2004275A blue copper-binding protein 

[Arabidopsis thaliana] 



Seq. No. 


198645 


Contig ID 


45107 1.R1039 


5' -most EST 


LIB3166-040-P1-K1-B11 


Method 


BLASTX 


NCBI GI 


g2464855 


BLAST score 


436 


E value 


5.0e-43 


Match length 


100 


% identity 


76 


NCBI Description 


(Z99707) myb-related protein 


Seq. No. 


198646 


Contig ID 


45114 1.R1039 


5' -most EST 


LIB3166-027-P1-K1-H1 


Method 


BLASTX 


NCBI GI 


g3702368 


BLAST score 


405 


E value 


2.0e-39 


Match length 


104 


% identity 


75 


NCBI Description 


(AJ001855) alpha subunit of : 




[Arabidopsis thaliana] 


Seq. No. 


198647 


Contig ID 


45123 1.R1039 


5' -most EST 


LIB3166-028-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


g4325372 


BLAST score 


227 


E value 


1.0e-18 



26839 



Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



99 
42 

(AF128396) contains similarity to protein disulfide 
isomerases [Arabidopsis thaliana] 

198648 

45137J..R1039 
uC-gsflnu33B022e04bl 

198649 

45138J..R1039 

LIB3166-028-P1-K1-B6 

BLASTX 

g3785990 

467 

1.0e-4 6 

182 
58 

(AC005560) hypothetical protein [Arabidopsis thaliana] 
>gi 1 4220487 (AC006069) hypothetical protein [Arabidopsis 
thaliana] 



Seq. No. 




Contig ID 


45143 1.R1039 


5" -most EST 


uC-gsflnu33B059d05bl 


Method 


BLASTX 


NCBI GI 


™.i ft ri c a n o 

glyOoUOz 


BLAST score 


803 


E value 


4.0e-86 


Match length 


1 7 ft 


% identity 


87 


NCBI Description 


(U90429) nitrite reductase 


Seq. No. 


198651 


Contig ID 


45175 1.R1039 


5 '-most EST 


LIB3166-045-P1-K1-F8 


Seq. No. 


198652 


Contig ID 


45177 1.R1039 


5 '-most EST 


g5048021 


Method 


BLASTX 


NCBI GI 


g4006891 


BLAST score 


155 


E value 


3.0e-10 


Match length 


38 


% identity 


76 


NCBI Description 


(Z99708) putative protein 


Seq. No. 


198653 


Contig ID 


45188 1.R1039 


5' -most EST 


LIB3166-028-P1-K1-G11 


Seq. No. 


198654 


Contig ID 


45195 1.R1039 


5' -most EST 


LIB3166-028-P1-K1-G7 


Seq. No. 


198655 



26840 



Contig ID 
5' -most EST 



45207JL.R1039 
LIB3166-028-P1-K1-H8 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198656 

45268_1.R1039 
LIB3272-020-P1-K1-C8 

198657 

45279JL.R1039 

LIB3197-043-Q1-M1-G9 

BLASTX 

g3150402 

206 

2.0e-22 

75 

81 

(AC004165) putative malonyl-CoA: Acyl carrier protein 
transacylase [Arabidopsis thaliana] 



Seq. No. 


1 Qfi 


contig lu 




5 1 -most EST 


LIB3272-023-P1-K1-G4 


Method 


BLASTX 


NCBI GI 


gzi4oiucs 


BLAST score 


an q 
b / o 


E value 


3.0e-71 


Match length 


166 


% identity 


*7 A 
I 4 


NCBI Description 


[Zy/j4o; i^KhiDr 4 nomoj-og [iiraDiaops. 


Seq. No. 


198659 


Contig ID 


^ COA/T I TJI D^Q 




LTR^I ^6-fnO-Pl-Kl-C3 


Method 


BLASTX 


NCBI GI 


g3482967 


BLAST score 


401 


E value 


1.0e-38 


Match length 


163 


% identity 


38 


NCBI Description 


(AL031369) Protein phosphatase 2C-1. 




thaliana] >gi I 4559345 | gb | AAD23006 . 1 




protein phosphatase 2C [Arabidopsis 


Seq. No. 


198660 


Contig ID 


45325 1.R1039 


5 '-most EST 


uC-gsflnu33B035hllbl 


Seq. No. 


198661 


Contig ID 


45325 2.R1039 


5 '-most EST 


uC-gsflnu33B009g06bl 


Seq. No. 


198662 


Contig ID 


45325 4.R1039 


5' -most EST 


uC-gsflnu33B132b01bl 


Seq. No. 


198663 


Contig ID 


45325_5.R1039 



26841 



5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-gsflnu33B056cl2bl 
198664 

45327J..R1039 

LIB3197-039-Q1-M1-E4 

BLASTX 

g2494625 

222 

5.0e-18 

130 

39 

HYPOTHETICAL PROTEIN KIAA0107 >gi | 285951 | dbj | BAA03497 | 
(D14663) KIAA0107 [Homo sapiens] 

198665 

45337_1.R1039 
uC-gsflnu33B001cl0bl 

198666 

45395_1.R1039 

LIB3166-031-P1-K1-E1 

BLASTX 

g3859598 

311 

1.0e-51 

133 

78 

(AF104919) contains similarity to Myb DNA-binding domains 
(Pfam: PF00249, E=3.7e-27 N=3) [Arabidopsis thaliana] 



Seq. No. 


198667 


Contig ID 


45397 1.R1039 


5 '-most EST 


LIB3166-031-P1-K1-E11 


Seq. No. 


198668 


Contig ID 


45402 1.R1039 


5 '-most EST 


uC-gsronu33B136dllbl 


Method 


BLASTX 


NCBI GI 


g4204277 


BLAST score 


465 


E value 


1.0e-46 


Match length 


109 


% identity 


73 


NCBI Description 


(AC004146) Hypothetical protein 


Seq. No. 


198669 


Contig ID 


45424 1.R1039 


5 '-most EST 


LIB3166-031-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


g4249385 


BLAST score 


522 


E value 


3.0e-53 


Match length 


106 


% identity 


89 


NCBI Description 


(AC005966) T2K10.11 [Arabidopsi 


Seq. No. 


198670 



26842 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45459_2.R1039 

g5045933 

BLASTX 

g4538923 

361 

1.0e-53 

199 
50 

(AL049483) predicted protein destination factor 
[Arabidopsis thaliana] 



Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198671 

45461JL.R1039 

LIB3272-058-P1-K1-H6 

BLASTX 

g!076660 

546 

7.0e-56 

139 

78 

D13F (MYBST1) protein - potato >gi | 786426 | bbs 1 159122 
(S74753) MybStl=Myb-related transcriptional activator 
{DNA-binding domain repeats} [Solanum tuberosum=potatoes, 
leaf, Peptide, 342 aa] [Solanum tuberosum] 

198672 

45468_1.R1039 

uC-gsflnu33B005e09bl 

BLASTX 

g3868857 

408 

8.0e-40 

93 

82 

(AB013886) RAVI [Arabidopsis thaliana] 
198673 

45475_1.R1039 

LIB3166-032-P1-K1-G12 

BLASTX 

gll43445 

307 

4.0e-28 

74 

78 

(X88797) cinnamyl alcohol dehydrogenase [Eucalyptus gunnii] 
198674 

45476_1.R1039 

uC-gsflmaxxa046g06bl 

BLASTX 

g3461848 

218 

2.0e-17 

126 

43 

(AC005315) putative ATPase [Arabidopsis thaliana] 



26843 



Seq. No. 
Contig ID 
5 1 -most EST 



198675 

45477JL.R1039 
LIB3166-055-P1-K1 -G6 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 ? -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



198676 

45486_1.R1039 
uC-gsronu33B057g01bl 

198677 

45508JL.R1039 

uC-gsronu33B107ellbl 

BLASTX 

gll42619 

118 

1.0e-ll 

59 

73 

(U18348) phaseolin G-box binding protein PG1 
vulgaris] 



[Phaseolus 



198678 

45518_1.R1039 

LIB3166-033-P1-K1-D2 

BLASTX 

gl732517 

539 

5.0e-55 

224 

51 

(U62745) putative cytoskeletal protein [Arabidopsis 
thaliana] 

198679 

45537_1.R1039 

uC-gsflnu33B076b09bl 

BLASTX 

gl293835 

153 

1.0e-09 

124 

31 

(U56965) C15H9.5 gene product [Caenorhabditis elegans] 
198680 

45545_1.R1039 
LIB3166-033-P1-K1-F7 



Seq. No. 
Contig ID 
5 '-most EST 



198681 

45549JL.R1039 
LIB3272-012-P1-K1-A8 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



198682 

45566^1. R1039 

LIB3166-033-P1-K1-H9 

BLASTX 

g2980790 



26844 



BLAST score 


303 


E value 


2.0e-27 


Match length 


134 


% i H^nt t t* v 


48 


NPRT Hp^rri n1~ i on 


(AL022197) hypothetical protein [Arabidopsis thaliana] 


Sea No . 


198683 


font* i a ID 


45599 1.R1039 


5 1 -most EST 


LIB3166-034-P1-K1-D11 


Method 


BLASTX 


NCBI GI 


gl778376 


BLAST score 


676 


E value 


3.0e-71 


Match length 


179 


% identity 


70 


NCBI Description 


(U81288) PsRT17-l [Pisum sativum] 


Qprr Nn 


198684 


Contia ID 


45601 1.R1039 


5 1 -most EST 


LIB3166-034-P1-K1-D2 


Seq. No. 


198685 


Contig ID 


45609 1.R1039 


S'-most EST 


LIB3166-034-P1-K1-E3 


Method 


BLASTX 


NCBI GI 


g2828296 


BLAST score 


360 


F. 1 np 


3.0e-34 


Ma +* 1 onn"l"h 
r'la.L.L-ii xeiiy lii 


t yj 


% identity 


91 


NCBI Description 


(AL021687) RNase L inhibitor [Arabidopsis thaliana] 




198686 


Contig ID 


45611 1.R1039 


5" -most EST 


LIB3189-017-P1-K1-B1 


Seq • No . 


198687 


Contig ID 


45617 1.R1039 


5' -most EST 


LIB3166-055-P1-K1-F7 


Qdri Kin 


198688 


Contia ID 

uVll U -L J—/ 


45627 1.R1039 




LIB32T2-020-P1-K1-H11 


Q cirr Nn 


198689 


Pnnt" i a TD 

WUll ± u 


45658 1.R1039 


5 f -most EST 


g5049153 


Mf^'hhnd 


BLASTX 


NCBI GI 


g421989 


BLAST score 


713 


E value 


2.0e-75 


Match length 


214 


% identity 


63 


NCBI Description 


serpin - barley >gi i 19071 | emb | CAA78822 | (Z15116) protein 



[Hordeum vulgare] >gi | 444778 I prf | 1 1908213A protein Zx 
[Hordeum vulgare] 



26845 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



© 



198690 

45660JL.R1039 

LIB3166-050-P1-K1-E1 

BLASTX 

g4262157 

169 

8.0e-12 

102 
23 

(AC005275) putative calmodulin [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



198691 

45674_1.R1039 
LIB3166-035-P1-K1-C9 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198692 

45684_1.R1039 

uC-gsflnu33B016el2bl 

BLASTX 

g3036840 

336 

2.0e-31 

137 

47 

(AJ222967) cystinosin [Homo sapiens] 
>gi|3036851|emb|CAA75882| (Y15924) cystinosin 
sapiens] 



[Homo 



Seq. No. 


198693 


Contig ID 


45687 1.R1039 


5' -most EST 


LIB3166-045-P1-K1-D11 


Method 


BLASTX 


NCBI GI 


g4098331 


BLAST score 


1033 


E value 


1.0e-121 


Match length 


255 


% identity 


84 


NCBI Description 


(U76896) beta-tubulin 5 


Seq. No. 


198694 


Contig ID 


45690 1.R1039 


5 '-most EST 


LIB3166-035-P1-K1-E8 


Method 


BLASTX 


NCBI GI 


g4567250 


BLAST score 


202 


E value 


4.0e-19 


Match length 


113 


% identity 


42 


NCBI Description 


(AC007070) hypothetical 


Seq. No. 


198695 


Contig ID 


45752 1.R1039 


5' -most EST 


uC-gsflnu33B114al2bl 


Method 


BLASTX 


NCBI GI 


g4115936 


BLAST score 


762 


E value 


4.0e-81 



[Triticum aestivum] 



26846 



Match length 

% identity 

NCBI Description 



171 
84 

(AF118223) No definition line found [Arabidopsis thaliana] 



Seq. No. 


198696 


Contig ID 


45752 2.R1039 




LIB3166-036-P1-K1-D4 




BLASTX 


NCBI GI 


g4115936 


BLAST score 


620 


V 1 IIP 


1.0e-64 




144 




82 


TJfRT Flo cpri ni~ i on 

L'lL'Dl L'CO^i.XpLXUil 


(AF118223) No definition line found [Arabidopsis thai. 


Q&ri No 


198697 


Porit - l rr T n 
v^UilLXLJ 1U 


45791 1 R1039 


5' -most EST 


LIB3166-036-P1-K1-H9 


Seq. No. 


198698 


Contig ID 


45804 1.R1039 


c. t _Tno<?+- F°,T 


LTB3166-037-P1-K1-A5 




JDXiriO iA 


1NO.D1 *aX 




Dijfioi score 


± j *± 


X-i VctXUC 


6 . Oe-15 


Maccn xengt.n 


O -7 


% identity 


D / 


"NTO^DT nocr»T"n T~fi~ "i on 
lNL^cX UcbL-IiptlUIl 


rm 97*35} smi noalroholohosDhotransf erase [Glycine max] 


oeq* no* 


x _? o u y j 


Contig ID 


45805 1.R1039 


5 '-most EST 


LIB3166-039-P1-K1-H1 


L v ie unoti 




TJPDT OT 




BLAST score 


137 


E value 


3.0e-10 


l v la.T-Cii XcxlyUil 






51 


NCBI Description 


(D26083) zinc-finger DNA binding protein [Petunia x 




hybrida] 


Qearr Wo 


198700 


Contig ID 


45833_1.R1039 


5' -most EST 


uC-gs f ImaxxaO 5 4 gO 9b 1 


oeq . iNo • 


1 JO / U X 


contig iv 




5 '-most EST 


g3326209 


Seq. No. 


198702 


Contig ID 


45875 1.R1039 


5' -most EST 


LIB3166-037-P1-K1-H7 


Seq. No. 


198703 


Contig ID 


45914 1.R1039 


5' -most EST 


LIB3272-034-P1-K1-B9 



26847 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5" -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g927025 

458 

9.0e-46 

146 

47 

(L44134) 



SPFl-like DNA-binding protein [Cucumis sativus] 



198704 

45916_1.R1039 

LIB3166-052-P1-K1-H2 

BLASTX 

g3123295 

301 

3.0e-27 

151 

42 

CALMODULIN-RELATED PROTEIN 2, TOUCH- INDUCED >gi 12583169 
(AF026473) calmodulin-related protein [Arabidopsis 
thaliana] 

198705 

45933_1.R1039 
uC-gsflnu33B057e08bl 

198706 

45934JL.R1039 
LIB3166-038-P1-K1-F3 

198707 

45946_1.R1039 

LIB3166-038-P1-K1-G5 

BLASTX 

g4455246 

345 

2.0e-32 

95 

71 

(AL035523) putative protein [Arabidopsis thaliana] 
198708 

45954_1.R1039 

LIB3166-038-P1-K1-H3 

BLASTX 

g2582381 

665 

1.0e-69 

152 
81 

(AF021220) cation-chloride co-transporter [Nicotiana 
tabacum] 



Seq. No. 
Contig ID 
5' -most EST 



198709 

45979JL.R1039 
LIB3166-039-P1-K1-C4 



Seq. No. 



198710 



26848 



Contig ID 
5' -most EST 

Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45982JL.R1039 
LIB3166-039-P1-K1-C2 

198711 

45994JL.R1039 
g5044363 



.R1039 

-058-P1-M1-E7 



198712 
46023__1. 
LIB3196- 
BLASTX 
g!373125 
297 

6.0e-27 

106 

60 

(U43709) similar to the metB gene product of Escherichia 
coli; cloned by functional complementation of a metB mutant 
strain of Escherichia coli LE392 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5" -mo st EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq, No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



198713 

46067JL.R1039 
LIB3166-042-P1-K1-D12 

198714 

46069_1.R3.039 
uC-gsronu33B104h07bl 

198715 

46069_2.R1039 
LIB3197-044-Q1-M1-C10 

198716 

46075_1.R1039 

uC-gsflnu33B036f09bl 

BLASTX 

g4263787 

546 

7.0e-56 

174 

62 

(AC006068) unknown protein [Arabidopsis thaliana] 
198717 

46077_1.R1039 

uC-gsflnu33B109h01bl 

BLASTX 

gl293835 

263 

2.0e-22 

197 

31 

(U56965) C15H9.5 gene product [Caenorhabditis elegans] 
198718 

46092JL.R1039 
LIB3166-040-P1-K1-E6 



26849 



# 

Method BLASTX 

NCBI GI g4220482 

BLAST score 226 

E value 1.0e-18 

Match length 88 

% identity 52 
NCBI Description (AC006069) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 198719 

Contig ID 46102_1 . R1039 

5'-most EST g5047943 

Method BLASTX 

NCBI GI g2739000 

BLAST score 475 

E value 2.0e-47 

Match length 185 

% identity 52 

NCBI Description (AF022459) CYP71Dl0p [Glycine max] 

Seq. No. 198720 

Contig ID 46103_1 .R1039 

5' -most EST uC-gsf Imaxxa090b07bl 

Seq. No. 198721 

Contig ID 4 6112JL . R1039 

5' -most EST uC-gsf Imaxxa002d07bl 

Method BLASTX 

NCBI GI g2369714 

BLAST score 585 

E value 3.0e-82 

Match length 172 

% identity 94 

NCBI Description (Z97178) elongation factor 2 [Beta vulgaris] 

Seq. No. 198722 

Contig ID 46112_2 .R1039 

5' -most EST LIB3197-027-Q1-M1-D3 

Method BLASTX 

NCBI GI g2369714 

BLAST score 569 

E value 1.0e-58 

Match length 122 

% identity 93 

NCBI Description (Z97178) elongation factor 2 [Beta vulgaris] 

Seq. No. 198723 

Contig ID 46112__3.R1039 

5' -most EST uC-gsf Imaxxa076c02bl 

Method BLASTX 

NCBI GI g2369714 

BLAST score 248 

E value 1.0e-23 

Match length 111 

% identity 61 

NCBI Description (Z97178) elongation factor 2 [Beta vulgaris] 
Seq. No. 198724 




26850 



Contig ID 


46134 1.R1039 


5' -most EST 


LIB3166-042-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


g4512652 


BLAST score 


182 


E value 


4.0e-13 


Match length 


186 


% identity 


28 


NCBI Description 


(AC007048) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


198725 


Contig ID 


46144 1.R1039 


5 1 -most EST 


LIB3197-008-P1-M1-B4 


Method 


BLASTX 


NCBI GI 


g2493321 


BLAST score 


440 


E value 


5.0e-57 


Match length 


191 


% identity 


56 


NCBI Description 


L-ASCORBATE OXIDASE PRECURSOR (ASCORBASE) (ASO) 


>gi i 2129952 Ipirl IS66353 L-ascorbate oxidase (EC 1.10.3.3) 




precursor - common tobacco >gi | 599594 | dbj | BAA07734 | 




(D43624) ascorbate oxidase precursor [Nicotiana tabacum] 


Seq. No. 


198726 


Contia ID 


46145 1.R1039 


5' -most EST 


uC-gsronu33B162el2b2 


Method 


BLASTN 


NCBI GI 


g599593 


BLAST score 


35 


E value 


5.0e-10 


Match length 


71 


% identity 


87 


NCBI Description 


Tobacco mRNA for ascorbate oxidase precursor, complete cds 


Seq. No. 


198727 


Contig ID 


46150 1.R1039 


5 1 -most EST 


LIB3166-042-P1-K1-B4 


Seq. No. 


198728 


Contig ID 


46151 1.R1039 


5 '-most EST 


LIB3166-042-P1-K1-B5 


Method 


BLASTX 


NCBI GI 


g2244898 


BLAST score 


344 


E value 


7.0e-36 


Match length 


123 


% identity 


63 


NCBI Description 


(Z97338) strong similarity to protein phosphatase 2A 




regulatory chain, 74K [Arabidopsis thaliana] 


Seq. No. 


198729 


Contig ID 


46194 1.R1039 


5' -most EST 


uC-gsflnu33B143allbl 


Method 


BLASTX 


NCBI GI 


g!150406 


BLAST score 


194 



26851 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Contig ID 
S'-most EST 



II 



9.0e-15 

100 
39 

(Z4 6868) exo-1, 3-beta-glucanase/l, 3-beta-D-glucan 
glucanohydrolase [Pichia angusta] 

198730 

46205J..R1039 
LIB3166-042-P1-K1-G7 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198731 

46225_1.R1039 

LIB3166-043-P1-K1-A5 

BLASTX 

g3618214 

188 

7.0e-14 
189 
31 

(AL031579) 
pombe] 



dihydrofolate reductase [Schizosaccharomyces 



Seq. No. 
Contig ID 
5' -most EST 



198732 

46235_1.R1039 
LIB3166-043-P1-K1-B7 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



198733 

46251JL.R1039 

g5046107 

BLASTX 

g3858935 

661 

2.0e-69 

150 

83 

(AL021636) synaptobrevin-like protein [Arabidopsis 
thaliana] >gi 14103357 (AF025332) vesicle-associated 
membrane protein 7C; synaptobrevin 7C [Arabidopsis 
thaliana] 

198734 

46263JL.R1039 

g3326001 

BLASTX 

g4558661 

174 

2.0e-30 

190 

51 

(AC007063) putative malate oxidoreductase (NAD) 
[Arabidopsis thaliana] 

198735 

46304_1.R1039 

LIB3166-043-P1-K1-H9 

BLASTX 

g2281645 



26852 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231 

3.0e-19 

87 
55 

(AF003103) AP2 domain containing protein RAP2.10 
[Arabidopsis thaliana] >gi | 2632063 | emb | CAA05 630 | 
TINY-like protein [Arabidopsis thaliana] 



(AJ002598) 



Seq. No, 
Contig ID 
5' -most EST 

Seq* No, 
Contig ID 
5' -most EST 



198736 

46319JLR1039 
uC-gsflnu33B109c04bl 

198737 

46325JL.R1039 
LIB3166-044-P1-K1-B7 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198738 

46327_1.R1039 

LIB3197-022-Q1-M1-D5 

BLASTX 

g2104681 

240 

5.0e-20 

180 

38 

(X97907) transcription factor [Vicia faba] 
198739 

46327_2.R1039 
uC-gsflnu33B101d01bl 

198740 

46331J..R1039 

LIB3272-049-P1-K1-D11 

BLASTX 

gl362103 

554 

4.0e-57 

126 

83 

ubiquitin conjugating enzyme - tomato 

>gi| 886679|emb|CAA58111 | (X82938) ubiquitin conjugating 
enzyme [Lycopersicon esculentum] 

198741 

46344JL.R1039 

LIB3166-044-P1-K1-D5 

BLASTX 

g2833379 

234 

2.0e-19 

62 

68 

RIBOSE-PHOSPHATE PYROPHOSPHOKINASE 1 (PHOSPHORIBOSYL 
PYROPHOSPHATE SYNTHETASE 1) (PRS I) >gi | 1076397 | pir | | S51270 
ribose-phosphate pyrophospho kinase (EC 2.7.6.1) - 
Arabidopsis thaliana >gi | 633140 | emb | CAA58717 | (X83764) 



26853 



II 



phosphoribosyl diphosphate synthetase [Arabidopsis 
thaliana] >gi 1360814 9 (AC005314) phosphoribosyl diphosphate 
synthetase [Arabidopsis thaliana] 



Seq. No. 


198742 


Contig ID 


46349_1.R1039 


5' -most EST 


uC-gsf Imaxxa096e03bl 


Method 


BLASTX 


NCBI GI , 


g4468991 


BLAST score 


214 


E value 


9.0e-17 


Match length 


137 


% idpntitv 


37 


TCfPRT Dp^rriDtion 


(AL035605) ribosomal-like protein [Arabidopsis thaliana] 


Seq. No. 


198743 


Contia ID 


46358 1.R1039 


5 1 -most EST 


LIB3166-044-P1-K1-F1 


Seq. No. 


198744 


Contig ID 


46372 1.R1039 


5 '-most EST 


LIB3166-044-P1-K1-G2 


Mpi~htod 


BLASTX 




a3033389 




213 


P. 1 IIP 

±_i V CIXU^ 


7. Oe-17 


J. J. CI L-Oll X Cliy 


185 


§t "i H pn t* "i f" v 




NCBI Descriotion 


(AC004238) Cf-2.1-like protein [Arabidopsis thaliana] 


QpCT NO 


198745 


Contig ID 


46388 1.R1039 


5' -most EST 


LIB3166-044-P1-K1-H9 




BLASTX 


NCBI GI 


g4567201 


BLAST score 


949 


Hi VCL-LLLO 


1 0e-103 


Match lencrth 


262 




74 




(AC007168) putative aspartate aminotransferase [Arabidops 




thaliana ] 


Seq. No. 


198746 


Contig ID 


46444JL.R1039 


5' -most EST 


uC-gsronu33b!12c04bl 




BLASTX 


MPDT (IT 




BLAST score 


441 


E value 


2.0e-43 


Match length 


191 


% identity 


43 


NCBI Description 


(AC004683) unknown protein [Arabidopsis thaliana] 


Seq. No. 


198747 


Contig ID 


46467 1.R1039 


5 '-most EST 


LIB3166-046-P1-K1-A6 



26854 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198748 

46475_1.R1039 

g5045790 

BLASTX 

gl711512 

928 

1.0e-100 

222 
83 

SIGNAL RECOGNITION PARTICLE 54 KD PROTEIN 2 (SRP54) 
>gi 1 1076577 | pir | | S51598 signal recognition particle 54K 
protein - tomato (cv. UC82-B) >gi | 556902 | emb | CAA84288 | 
(Z34527) 54-kD signal recognition particle (SRP) specific 
protein [Lycopersicon esculentum] 



Seq. No. 


198749 








Contig ID 


46476 1.R1039 








5' -most EST 


g5044729 








Method 


BLASTX 








NCBI GI 


g3493131 








BLAST score 


593 








E value 


2.0e-61 








Match length 


143 








% identity 


76 








NCBI Description 


(AF081570) thymidylate 


kinase 


[Arabidopsis 


thaliana] 


Seq. No. 


198750 








Contig ID 


46517 1.R1039 








5 f -most EST 


uC-gsronu33B124a08bl 








Method 


BLASTX 








NCBI GI 


g3023522 








BLAST score 


688 








E value 


2.0e-79 








Match length 


304 








% identity 


47 








NCBI Description 


COATOMER BETA' SUBUNIT 


(BETA 1 - 


-COAT PROTEIN) 


(BETA T -C 



(P102) >gi 1 2454309 (AF002705) beta prime COP [Rattus 
norvegicus] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198751 

46531JL.R1039 

g3326293 

BLASTX 

gl255951 

631 

1.0e-65 

186 
69 

(X96932) PS60 



[Nicotiana tabacum] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



198752 

46555JL.R1039 

LIB3197-005-P1-M1-E10 

BLASTX 

g4467144 

442 

7.0e-44 



26855 





101 


%, i ripntitv 


79 


KIPRT Dp^rri rit ion 

IN JL> X X/CO ^*X X£^ I* 


(AL035540) putative phosphatidylinositol synthase 




rArahi Hnn^i thaliana 1 




198753 


V^(JiiL,iy -L 1J 


46S71 1 R1039 


J UlUD L, J_ii_> J. 


a5050^11 


i. it; Liiuu 


BLASTX 


NCBI GI 


g2832680 


BLAST score 


715 


111 V CA X U. vl- 


1. 0e-75 


L id. t_ Oil ICil^ Uli 


191 




40 




(AL021712) putative protein [Arabidopsis thaliana] 




X Z/ O / *J 1 


Pnni - "i rr TH 

vUULXy X u 


46574 1 R1039 

\J -J I ^ X • -L\ J- V *y — ' 


J 1LLUO L. CjU X 


LIB3V66-047-P1-K1-E3 


IMt; L-lUJvJ. 


RT.ASTX 


NCBI GI 


g2213592 


BLAST score 


482 


Hi val Lie: 


2 Oe-48 


M:a -h r"H 1 on rr*t" h 
lid L. L-i i xcny un 


153 


15 XLifcUlUX 




inoiSx usscripcxun 


f z\f'00n'34?M T7N9 fArabidoDsis thalianal 


Cart VT/-\ 


x _?0 / *J J 


UOnTiig xiJ 


*iD J / J X • AlUJ -7 


-J HLO Hi O X 


a504 92^73 


Method 


OxjiaO i A 


NCBI GI 


g4220489 


BLAST score 


165 


Hi value 


3 . Oe-11 


Ma t~ r* n 1 onrrT*}*! 
L v ictuoii ±cny Lii 


59 


% identity 


56 


NCBI Description 


(AC006069) hypothetical protein [Arabidopsis thaliana] 




X -7Q / JU 


k^omziy XIJ 




3 IlLOo L £iO x 


nf- rrornnn^ "^RO 4 1 r01 bl 

U,V_/ y OlUlluJ JDU t lUw liJli 


oeq. no . 


IJO / J / 


f AT*!"!- T <T T Pi 


4661 7 1 R1 O^Q 

*±OOX/ X»I\XWJJ 


S'-mncf EST 


LIB3166-04 8-P1-K1-A9 


IMtS L11UU 


RT.ASTX 


NCBI GI 


g3785986 


BLAST score 


445 


IL Value 




LYiaXCir xeriyt-ii 


X U X 


S: i Hpnt it v 


84 


NCBI Description 


(AC005560) RGA1 protein [Arabidopsis thaliana] 


Seq. No. 


198758 


Contig ID 


46618 1.R1039 


5' -most EST 


uC-gsflnu33B101e07bl 



26856 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198759 

46641_1.R1039 

uC-gsf Imaxxa027a0 9b 1 

BLASTX 

g2244970 

200 

3.0e-15 

63 
57 

(Z97340) hypothetical protein [Arabidopsis thaliana] 
>gi|2326365|emb|CAA74765| (Y14423) putative cell wall 
protein [Arabidopsis thaliana] 



Seer- No. 


198760 




Contig ID 


46666 1.R1039 




5' -most EST 


LIB3166-048-P1-K1-G5 




Method 


BLASTX 




KFPRT (IT 


gl838976 




DJ_i.ri.iJ x otuic 


165 




IT Tra 1 n o 
Cj vaiuc 


2.0e-ll 






78 




<3 J- UCil 1 — L l y 


54 






(X73635) vsf-1 [Lycopersicon 


esculentum] 




198761 






46675 1.R1039 




5' -most EST 


LIB3166-049-P1-K1-A1 




Method 


BLASTX 




lSTpRT (IT 


gl871577 




DLirio i scoive 


376 




E value 


6.0e-36 




Match length 


165 






44 






(Y11553) putative 21kD protein precursor 




198762 




Pnrit* i rr T D 


46740 1.R1039 




n: i _ tt1 __j- pqrp 

J IUOSU UtO 1 


uC-gsronu33B157dllbl 






BLASTX 




NCBI GI 


g3080442 




BLAST score 


409 




E value 


4.0e-40 




Match length 


104 




% identity 


68 


[Arabidopsis 


NCBI Description 


(AL022605) putative protein 


Seq. No. 


198763 




Contig ID 


46766 1.R1039 




5' -most EST 


LIB3166-050-P1-K1-B11 




Seq. No. 


198764 




Contig ID 


46816 1.R1039 




5 '-most EST 


LIB3166-050-P1-K1-G9 




Method 


BLASTX 




NCBI GI 


g3236254 




BLAST score 


287 




E value 


8.0e-26 





[Medicago sativa] 



26857 



© 



Flaxen xeng un 


1 1 Q 

ii3 




48 


lnodi uescnpuion 


f HCOO A £fi A ^ nn Vnown riT*ri1~^"i n r ATahi Hnns "is tbislianal 


Oc(j . 1NO • 




OOIitly if 


4 fifl?^ 1 R1D^Q 

1UO J J 1 i I\1U J J 




nC-a^ ronu33Bl 10 c08bl 


ricLllOU 


T>T 7VQTY 


NCBI GI 


g3702339 


BLAST score 


302 


Hi Value 




Ma1"pVi 1 g*t\ rrt* Vi 
Iria L.Oj.1 icily Lil 


1 4f) 

1 r± U 


*g laentiLy 




jnodi uescripLion 


\ £\\s UUJ J j / J Uli JS.XHJWXI piULClll L"- 1 - io uiiaiiaiia J 


Q /-} /T M/"\ 

oeq. wo. 


1 _?0 /DO 






R 1 -TTiriQi- F9T 


a5047i044 


fie CIlvJU 




NCBI GI 


g2462745 


BLAST score 


557 


TP TT"a T n ^ 




ixiaucii lenytxi 




% identity 




incdi Description 


\n.L»UUi^ J nyfJvJ Lliti 1 LUal piULCiii aJJiuu^oia i.a_i_ 


beg. lno. 


i y 0 / O / 


uontig id 


4D000 X.KlUoy 


C. f —i o +- t o rn 


T TR^97 9 — H R9 — Pi — T^l — D4 
LIDjZ / Z UJ6 rl i\1 Uf± 


LYieunoci 


Jjlxrio 1 A 


NCBI GI 


g3335341 


BLAST score 


522 


E value 


4 . u e 3 «3 


TUf-^t 4— V% 1 /it V\ 

Maticn lengun 


i fin 

lOU 


% identity 




inujdi Description 


^ZiPnn4 E i19^ TfiFR in farahiHnnq-l q thai i anal 
\nL-UU^t JlZ J lOr J»1U [filaJJlUUpolo Liiaiiaiia J 


C /-,^f Kirs 
oeq • INU . 


1 _7 O /DO 


oontig iu 


A £Qfl9 1 R1 fj^Q 
*±0-7UZ 1 i1\1Uj3 


c, i _ mncst' F^T 

«J lLLvJ ol Hi O 1 


T.TR^I Q^fi-0* : i9-Pl -Ml -F,1 


IMC UllLJv^i 


J->J_Lrt.O 1A 


INUrsl Ui 


go ?! jUU :? 


BLAST score 


767 


E value 


1.0e-81 


IXiatCn ieiiyL.ii 


91 4 

Z. 1 ~t 


T> itieiiL.iL.y 


D _7 


NCBI Description 


TiDrTMTMT? mrraDHAYVT &QTT fTiPPHP^ ( H flP \ Srri 1 1 1 6^1 ft 1 
/iKVaXlN llNtj LJ Hi UrVKoVJ A I iufioCi ^.HIvaLJL^ ^H.JJL-; /^l ( llojlOl 




argmine aecaiuoxyiase [vjxycxne iuaxj 


Seq. No. 


1 QQ'7 CQ 


uontig iu 


4Dy4Z I.KiUjI? 




T,TR3l"66-0R9-Pl-Kl-C7 


Method 


BLASTX 


NCBI GI 


g2832677 


BLAST score 


526 


E value 


2.0e-53 


Match length 


216 



26858 



% identity 

NCBI Description 



50 

(AL021712) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 


198770 


Print "i n IT) 


46962 1 R1039 


5' -most EST 


LIB3166-052-P1-K1-E4 


Method 


BLASTX 


NCBI GT 


g4455223 


BLAST score 


236 


K va 1 iip 

111 VGIXUL^ 


1.0e-19 


L let L. K^IL xciiy Uil 


64 


"i H^nt "i t v 


37 




( AT, 03^440} nutat ive DNA 




this 1 i ana 1 


Seq. No. 


198771 


Contig ID 


46985 1.R1039 


5 '-most EST 


g5048259 




BLASTX 


LN^OX wX 


a3283072 


BLAST score 


946 


E value 


1.0e-102 


TWf o 4- /™i Vl 1 /"> y> rr-t- Vi 

lxiaxcii ±eriy Uli 






67 


inodi Description 


/ 7\ TO ^ 60 9 9 ^ r-^fl Va+- an t n 
l-ttx U O OUZZ J pDU JtaXcillxIl 


Oorr Ma 






dfiQQI 1 R1 fHQ 


D ILKJo L JL»o 1 


L1DJ1 J / UlJ IrX L'lX 


cprr No 


198773 


Contig ID 


47001 1.R1039 


5' -most EST 


LIB3189-004-P1-K1-H2 






LN^DX \JX 


a3785989 


BLAST score 


462 


E value 


4.0e-46 


L id UUll XCL IVJ L. 11 


104 
j. \j *± 




86 


NCBI Description 


(AC005560) unknown prot 




1 QR774 




47004 1 R1 039 


5' -most EST 


LIB3166-053-P1-K1-A3 


OtitJ . 1NU . 


1 Qft 77 S 




47011 1 R1 0^9 


5 1 -most EST 


uC-gsronu33B141gl2bl 


Seq. No. 


198776 


Contig ID 


47021 1.R1039 


5' -most EST 


uC-gsflnu33B137f04bl 


Seq. No. 


198777 


Contig ID 


47034 1.R1039 


5' -mo st EST 


g5044427 



26859 





198778 


Contig ID 


47070 1.R1039 


5 T -most EST 


LIB3166-053-P1-K1-H10 


beq. no. 


1 Qfi77Q 


Contig ID 


47073_1.R1039 


5 T -most EST 


uC-gsflmaxxa005al2bl 


Q&n Mo 


198780 


Contig ID 


47100_1.R1039 


5" -most EST 


uC- gs f lmaxxa 0 0 3 e 0 5b 1 


oeq. ino • 


1?0 /OX 


oonnig jlu 


47117 1 R1 D^Q 

4 / ll / X . I\X U .J .7 


o -most Hjbi 


nP-rfarnmi ^ '3 - Rfl77rTl DH1 


O r\ rr Mo 

oeq. INO. 




uoncxg ijj 


471 PI 1 Rl O^Q 
*± / xox x»r\.xuo_7 


j luua l. Hio x 


LIB3272-042-P1-K1-B10 




BLASTX 


NCBI GI 


g3249066 


BLAST score 


466 


E value 


1.0e-46 


Match length 


145 


% identity 


68 


NCBI Description 


(AC004473) Similar to 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



gb| 984964. ESTs gb|F15433 and gb|AA395158 come from this 
gene. [Arabidopsis thaliana] 

198783 

47187_1.R1039 

LIB3166-055-P1-K1-B8 

BLASTX 

g2160169 

250 

3.0e-21 

92 

55 

(AC000132) No definition line found [Arabidopsis thaliana] 
198784 

47203J..R1039 

uC-gsflmaxxa047h08bl 

BLASTX 

g3402684 

692 

5.0e-73 

168 

74 

(AC004697) hypothetical protein [Arabidopsis thaliana] 
198785 

47212JL.R1039 

LIB3197-025-Q1-M1-B9 

BLASTX 

g2961357 

929 



26860 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-101 

217 

81 

(AL022140) putative protein [Arabidopsis thaliana] 
198786 

47223_1.R1039 

g3326087 

BLASTX 

g3355465 

470 

4.0e-57 

201 
58 

(AC004218) putative Ser/Thr protein kinase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



198787 

47229_1.R1039 
LIB3166-055-P1-K1-F4 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



198788 

47238_1.R1039 

uC-gsronu33B040c01tg 

BLASTX 

g2194142 

667 

3.0e-70 

161 

73 

(AC002062) ESTs gb | N38288, gb | T43486, gb | AA395242 come from 
this gene. [Arabidopsis thaliana] 

198789 

47253_1.R1039 

LIB3196-048-P1-M1-E11 

BLASTX 

g2129832 

598 

4.0e-62 

116 

93 

heat shock transcription factor 5 - soybean 
>gi|671868|emb|CAA87080| (Z46956) heat shock transcription 
factor 5 [Glycine max] 

198790 

47303_1.R1039 

LIB3166-057-P1-K1-B2 

BLASTX 

g!00673 

483 

3.0e-48 

179 

56 



NCBI Description DNA-binding protein GT-2 - rice (fragment) 



26861 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198791 

47305_1.R1039 

LIB3166-057-P1-K1-B6 

BLASTX 

gll68314 

155 

3.0e-10 

115 

21 

REGULATOR OF ACETYL-COA SYNTHETASE ACTIVITY 
>gii 1084627 |pir | IS57116 probable carrier protein ACR1 - 
yeast (Saccharomyces cerevisiae) >gi | 10157 94 | emb | CAA89624 | 
(Z49595) ORF YJR095w [Saccharomyces cerevisiae] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198792 

47314JL.R1039 

LIB3166-057-P1-K1-C5 

BLASTX 

g4415931 

455 

2.0e-45 

122 

70 

(AC006418) unknown protein [Arabidopsis thaliana] 
>gi|4559393|gb|AAD23053.1|AC006526_18 (AC006526) unknown 
protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198793 

47322_1.R1039 

LIB3166-057-P1-K1-D2 

BLASTX 

gl350783 

384 

5.0e-37 

135 

58 

RECEPTOR-LIKE PROTEIN KINASE 5 PRECURSOR 
>gi|282883|pir| IS27756 receptor-like protein kinase 
precursor - Arabidopsis thaliana >gi | 166850 (M84660) 
receptor-like protein kinase [Arabidopsis thaliana] 
>gi|2842492|emb|CAA16889| (AL02174 9) receptor-like protein 
kinase 5 precursor (RLK5) [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198794 

47345_1.R1039 

g3326342 

BLASTX 

g967125 

430 

2.0e-70 

162 

80 

(U0814 0) calcium dependent protein kinase 



[Vigna radiata] 



Seq. No. 
Contig ID 
5 '-most EST 



198795 

47346_1.R1039 
LIB3166-057-P1-K1-F8 



26862 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3482967 

251 

2.0e-21 

57 

81 

(AL031369) 
thaliana] 



Protein phosphatase 2C-like protein 
>gi | 4559345 | gb | AAD23006 . 1 |AC006585_1 



[Arabidopsis 
(AC006585) 



protein phosphatase 2C [Arabidopsis thaliana] 



198796 

47354JL.R1039 

LIB3166-057-P1-K1-G6 

BLASTX 

gl00226 

615 

4.0e-64 

145 

81 

hypothetical protein - tomato >gi 1 19275 | emb | CAA78112 | 
*fzl2127) protein of unknown function [Lycopersicon 
esculentum] >gi | 445619 iprf | | 1909366A Leu zipper protein 
[Lycopersicon esculentum] 

198797 

47360_1.R1039 

LIB3166-057-P1-K1-H11 

BLASTX 

g2648355 

148 

3.0e-09 

138 

32 

(AE000955) 2-nitropropane dioxygenase (ncd2) [Archaeoglobus 
f ulgidus ] 



Seq. No. 


198798 


Contig ID 


47361 1.R1039 


5' -most EST 


LIB3272-003-P1-K1-B7 


Method 


BLASTX 


NCBI GI 


g2914698 


BLAST score 


218 


E value 


2.0e-17 


Match length 


120 


% identity 


42 


NCBI Description 


(AC003974) hypothetical prot 


Seq. No. 


198799 


Contig ID 


47363 1.R1039 


5' -most EST 


LIB3189-028-P1-K1-E12 


Method 


BLASTX 


NCBI GI 


g2583130 


BLAST score 


155 


E value 


2.0e-10 


Match length 


114 


% identity 


32 


NCBI Description 


(AC002387) putative reverse 



26863 



thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198800 

47374_1.R1039 

LIB3166-058-P1-K1-A6 

BLASTX 

g3121867 

99 

3.0e~09 

103 

37 

COP1 REGULATORY PROTEIN >gi 1 1694900 | emb | CAA70768 | 
Copl protein [Pisum sativum] 



(Y09579) 



198801 

47382_1.R1039 

uC-gsronu33B143el0bl 

BLASTX 

g3047125 

369 

2.0e-35 

107 

67 

(AF058919) No definition line found [Arabidopsis thaliana] 
198802 

47408_1.R1039 

LIB3189-050-P1-K1-G1 

BLASTX 

g2275217 

194 

1.0e-14 

75 

45 

(AC002337) 
thaliana] 



chloroplast protein CP12 isolog [Arabidopsis 



Seq. No. 
Contig ID 



198803 

47452JL.R1039 

LIB3166-059-P1-K1-B4 

BLASTX 

g2495179 

634 

4.0e-66 

140 

85 

PORPHOBILINOGEN DEAMINASE PRECURSOR (PBG) 

(HYDROXYMETHYLBILANE SYNTHASE) (HMBS) { PRE-UROPORPHYRINOGEN 
SYNTHASE) >gi 1 1084340 | pir | | S50762 hydroxymethylbilane 
synthase (EC 4.3.1.8) precursor - Arabidopsis thaliana 
>gi | 313150 | emb | CAA51941 1 (X73535) hydroxymethylbilane 
synthase [Arabidopsis thaliana] >gi | 313838 | emb | CAA520 61 1 
(X73839) hydroxymethylbilane synthase [Arabidopsis 
thaliana] 

198804 

47456 1.R1039 



26864 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3166-059-P1-K1-C3 

BLASTX 

gl914685 

387 

3.0e-37 

139 

83 

(Y12014) RAD23 protein, isoform II [Daucus carota] 
198805 

47468_1.R1039 
uC-gsronu33B087el0bl 

198806 

47473_1.R1039 

g5050489 

BLASTX 

g3831443 

332 

9.0e-31 

105 
62 

(AC005819) putative auxin-regulated protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



198807 

47489_1.R1039 

uC-gs f lmaxxa 0 4 3 f 0 8bl 

BLASTX 

g4467151 

1040 

1.0e-113 

395 
54 

(AL035540) putative protein [Arabidopsis thaliana] 
198808 

47513JL.R1039 
LIB3189-017-P1-K1-D8 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198809 

47521JL.R1039 

LIB3189-017-P1-K1-F4 

BLASTX 

g2979559 

276 

2.0e-24 

84 

73 

(AC003680) 
thaliana] 



putative DNA binding protein [Arabidopsis 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



198810 

47559JL.R1039 
g5046640 
BLASTX 
gl00535 



26865 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



250 

4.0e-21 

65 

78 

hypothetical protein - swollen duckweed 

>gi|1929057|emb|CAA32236| (X14075) longest ORF (1) [Lemna 
gibba] 

198811 

47577J..R1039 
g5048318 

198812 

47583_1.R1039 

uC-gsflnu33B138a03bl 

BLASTN 

g435038 

61 

2.0e-25 

165 

31 

Gossypium hirsutum proline-rich cell wall protein mRNA, 
complete cds 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



198813 

47583_2.R1039 

uC-gsflnu33B023d01bl 

BLASTN 

g451543 

42 

4.0e-14 

290 

43 

Gossypium barbadense Sea Island proline-rich cell wall 
protein gene complete cds. >gi i 1598725 | gb | 118370 i 118370 
Sequence 25 from patent US 

198814 

47583_3.R1039 

LIB3189-051-P1-K1-D3 

BLASTN 

g451543 

58 

1.0e-23 

252 

85 

Gossypium barbadense Sea Island proline-rich cell wall 
protein gene complete cds. >gi | 1598725 | gb | 118370 | 118370 
Sequence 25 from patent US 

198815 

47588_1.R1039 

LIB3189-049-P1-K1-A12 

BLASTX 

gl076315 

192 

2.0e-14 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# • 

123 
34 

cytochrome P450 - Arabidopsis thaliana 
>gi|853719|emb|CAA60793| (X87367) CYP90 protein 
[Arabidopsis thaliana] >gi | 871988 I emb | CAA60794 I (X87368) 
CYP90 protein [Arabidopsis thaliana] 

198816 

47594_1.R1039 

uC-gsronu33B130gl2bl 

BLASTX 

g4337175 

211 

7.0e-17 

101 

47 

(AC006416) ESTs gb|T20589, gb|T04648, gb|AA597906, 
gb|T04111 / gb|R84180, gb|R65428 / gb|T44439, gb|T76570,- 
gb|R90004, gb|T45020, gb|T42457 / gb|T20921 / gb|AA042762 and 
gb|AA720210 come from this gene. [Arabidopsis thaliana] 



198817 

47619_1.R1039 

LIB3189-049-P1-K1-H8 

BLASTX 

gl710151 

866 

2.0e-93 

181 

88 

(U72711) proline iminopeptidase 
198818 

47629_1.R1039 
g5047659 



[Arabidopsis thaliana] 



198819 

47640J..R1039 

LIB3189-012-P1-K1-E11 

BLASTX 

g3643603 

546 

6.0e-56 

125 
84 

(AC005395) unknown protein [Arabidopsis thaliana] 
198820 

47658_1.R1039 

LIB3189-032-P1-K1-G9 

BLASTN 

g2647948 

108 

2.0e-53 

284 

85 

Olea europaea cytochrome b5 gene-1 

26867 



Seq. No. 


198821 


Contig ID 


47672 1.R1039 


5' -most EST 


g5045784 


Method 


BLASTX 


NCBI GI 


g2983997 


BLAST score 


264 


E value 


7.0e-23 


Match length 


102 


% identity 


50 


NCBI Description 


(AE000749) hypothetical protein [Aquif 


Seq* No. 


198822 


Contig ID 


47672 2.R1039 


5' -most EST 


LIB3189-033-P1-K1-B2 


Method 


BLASTX 


NCBI GI 


g3861068 


BLAST score 


174 


E value 


2. Oe-12 


Match length 


60 


% identity 


50 


NCBI Description 


(AJ235272) unknown [Rickettsia prowaze 


Seq. No. 


198823 


Contig ID 


47688 1.R1039 


5 '-most EST 


LIB3189-033-P1-K1-H2 


Method 


BLASTX 


NCBI GI 


g2738982 


BLAST score 


217 


E value 


1.0e-17 


Match length 


69 


% identity 


58 


NCBI Description 


(AF022157) CYP71A10 [Glycine max] 


Seq. No. 


198824 


Contig ID 


47699 1.R1039 


5 '-most EST 


LIB3189-021-P1-K1-A6 


Method 


BLASTX 


NCBI GI 


gl33728 


BLAST score 


575 


E value 


2.0e-59 


Match length 


124 


% identity 


90 


NCBI Description 


CHLOROPLAST 30S RIBOSOMAL PROTEIN Sll 



ribosomal protein Sll - spinach chloroplast 
>gi|12264|emb|CAA27213| (X03496) pot. ribosomal protein Sll 
(aa 1-138) [Spinacia oleracea] 



Seq. No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



198825 

47710_1.R1039 

LIB3272-055-P1-K1-H10 

BLASTX 

g629791 

401 

6.0e-39 

77 

99 
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NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



tubulin beta chain - rice >gi | 460991 1 emb I CAA55022 | 
beta tubulin [Oryza sativa] 



198826 

47712_1.R1039 

g5049657 

BLASTX 

g294668 

687 

2.0e-72 

191 

77 

(L13242) beta-ketoacyl-ACP synthase 



(X78143) 



[ Ri cinus communi s ] 



198827 

47719_1.R1039 

LIB3189-021-P1-K1-D1 

BLASTX 

g4218120 

1109 

1.0e-121 

314 

68 

(AL035353) 
thaliana] 



Proline-rich APG-like protein [Arabidopsis 



198828 

47727J..R1039 
LIB3189-025-P1-K1-D8 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 



198829 

47760JL.R1039 

LIB3189-050-P1-K1-G10 

BLASTX 

g4102839 

677 

5.0e-71 

313 

46 

(AF016713) LeOPTl [Lycopersicon esculentum] 
198830 

47769JL.R1039 

LIB3189-050-P1-K1-H10 

BLASTN 

gl70293 

51 

2.0e-19 

303 
82 

Nicotiana plumbaginifolia plasma-membrane H+ ATPase 
mRNA, complete cds 

198831 

47783_1.R1039 

g5050077 

BLASTX 



(pma3) 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq- No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4567283 
437 

4.0e-43 

194 
49 

(AC006841) unknown protein [Arabidopsis thaliana] 
198832 

47784_1.R1039 

LIB3189-011-P1-K1-C5 

BLASTX 

gl351408 

450 

1.0e-44 

136 
67 

VACUOLAR PROCESSING ENZYME PRECURSOR (VPE) 
>gi | 1076563 Ipir | IS51117 cystein proteinase - sweet orange 
>giI633185|emb|CAA87720| (Z47793) cystein proteinase (by 
similarity) [Citrus sinensis] >gi | 1588548 | prf || 2208463A 
vascular processing protease [Citrus sinensis] 

198833 

47810_1.R1039 

LIB3189-001-P1-K1-D12 

BLASTX 

g!352970 

180 

6.0e-13 

127 
35 

HYPOTHETICAL 28.3 KD PROTEIN IN NSP1-KAR2 INTERGENIC REGION 
>gi|1077806|pir| IS56807 hypothetical protein YJL035c - 
yeast (Saccharomyces cerevisiae) >gi 1 1008159 | emb | CAA8 9326 | 
(Z49310) ORF YJL035c [Saccharomyces cerevisiae] 



Seq. No. 


198834 


Contig ID 


47832 1.R1039 


5 '-most EST 


LIB3189-001-P1-K1-D7 


Method 


BLASTX 


NCBI GI 


g4469015 


BLAST score 


601 


E value 


1.0e-62 


Match length 


131 


% identity 


91 


NCBI Description 


(AL035602) putative 


Seq. No. 


198835 


Contig ID 


47835 1.R1039 


5 '-most EST 


LIB3189-001-P1-K1-F7 


Method 


BLASTX 


NCBI GI 


g4490316 


BLAST score 


298 


E value 


4.0e-27 


Match length 


58 


% identity 


81 


NCBI Description 


(AL035678) nucellin- 
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Seq. No. 

Gontig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198836 

47839_1.R1039 

LIB3189-002-P1-K1-C12 

BLASTX 

g2501555 

684 

6.0e-72 

165 

74 

POSSIBLE APOSPORY-ASSOCIATED PROTEIN C >gi | 549984 (U13148) 
possible apospory-associated protein [Pennisetum ciliare] 



Seq. No. 
Contig ID 
5 ' -most EST 



198837 

47862JL.R1039 
LIB3189-002-P1-K1-F6 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



198838 

47870_1.R1039 

LIB3189-002-P1-K1-G7 

BLASTX 

g2335101 

688 

2.0e-72 

196 

65 

(AC002339) unknown protein [Arabidopsis thaliana] 
198839 

47893JL.R1039 

LIB3197-040-Q1-M1-E7 

BLASTX 

g2832625 

608 

3.0e-63 

165 

70 

(AL021711) putative protein [Arabidopsis thaliana} 
198840 

47905__1.R1039 

g5049477 

BLASTX 

g3004565 

212 

1.0e-16 

69 

77 

(AC003673) putative protein kinase [Arabidopsis thaliana] 
198841 

47910_1.R1039 

LIB3197-023-Q1-M1-H10 

BLASTX 

g3122572 

500 

8.0e-51 



26871 



Match length 

% identity 

NCBI Description 



125 
76 

NADH-UBIQUINONE OXIDOREDUCTASE 75 KD SUBUNIT PRECURSOR 
(COMPLEX I-75KD) (CI-75KD) (76 KD MITOCHONDRIAL COMPLEX 
SUBUNIT) >gi| 1084434 Ipirl | S52737 NADH dehydrogenase 
(ubiquinone) (EC 1.6.5.3) 76K chain precursor - potato 
>gi|758340|emb|CAA59818| (X85808) 76 kDa mitochondrial 
complex I subunit [Solanum tuberosum] 



Seq. No. 
Contig ID 
5' -most EST 



198842 

47916_1.R1039 
LIB3189-003-P1-K1-E8 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198843 

47975_1.R1039 

LIB3197-055-Q1-M1-H2 

BLASTX 

g4580394 

1248 

1.0e-138 
407 

52 1 

(AC007171) putative fatty acid elongase [Arabidopsis 
thaliana] 



Seq. No. 


198844 


Contig ID 


47991 1.R1039 


5 '-most EST 


LIB3189-004-P1-K1- 


Method 


BLASTX 


NCBI GI 


g3193298 


BLAST score 


193 


E value 


2.0e-14 


Match length 


128 


% identity 


34 


NCBI Description 


(AF069298) T14P8.: 


Seq. No. 


198845 


Contig ID 


47992 1.R1039 


5' -most EST 


LIB3189-004-P1-K1- 


Method 


BLASTX 


NCBI GI 


gll69228 


BLAST score 


212 


E value 


7.0e-17 


Match length 


70 


% identity 


60 


NCBI Description 


RNA HELICASE-LIKE 



OTEIN DB10 >gi| 1084413 |pir||S42639 
helicase-like protein - Wood tobacco 
>gi|563986|dbj IBAA03763I (D16247) RNA helicase like protein 
DB10 [Nicotiana sylvestris] 



Seq. No. 
Contig ID 
5 '-most EST 



198846 

47999_1.R1039 
LIB3189-011-P1-K1-H11 



Seq. No. 
Contig ID 
5 '-most EST 



198847 

48022JL.R1039 
g5045834 



26872 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



198848 

48023J..R1039 

LIB3189-005-P1-K1-H4 

BLASTX 

g3880563 

260 

3.0e-22 

222 

33 

(Z78018) predicted using Genefinder; similar to 
serine/threonine kinase; cDNA EST yk353dl0.5 comes 
this gene [Caenorhabditis elegans] 

198849 

48037JLR1039 
g5047446 



from 



Seq. No. 
Contig ID 
5 1 -most EST 



198850 

48040JL.R1039 
LIB3189-006-P1-K1-C12 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198851 

48044J..R1039 

LIB3272-036-P1-K1-E7 

BLASTX 

g461498 

607 

3.0e-63 

151 

75 

ALANINE AMINOTRANSFERASE 2 (GPT) (GLUTAMIC—PYRUVIC 
TRANSAMINASE 2) (GLUTAMIC — ALANINE TRANSAMINASE 2) 
(ALAAT-2) >gi|320619|pir| I S28429 alanine transaminase (EC 
2.6.1.2) - proso millet >gi | 296204 | emb | CAA49199 | (X69421) 
alanine aminotransferase [Panicum miliaceum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



198852 

48048_1.R1039 

uC-gsronu33B171a06bl 

BLASTX 

gl706326 

562 

6.0e-58 

132 

84 

PYRUVATE DECARBOXYLASE ISOZYME 1 (PDC) 

>gi 12146786 Ipir | | S65470 pyruvate decarboxylase (EC 4.1.1.1) 
(clone PDC1) - Garden pea >gi | 1177603 | emb | CAA91444 | 
(Z66543) pyruvate decarboxylase [Pisum sativum] 

198853 

48057J..R1039 

uC-gsflmaxxa047bl2bl 

BLASTX 

g431162 

411 



26873 



E value 


4.0e-40 


Match length 


167 


% "i H f^n titv 


49 


WPRT np^fri nt i nn 


(D21822} ORF TLilium lonaifloruml 


O C ^ * 1NU ■ 


198854 


vUllLXU -1- J-^ 


48062 1 R1039 


5' -most EST 


LIB3197-034-Q1-M1-E2 


Method 


BLASTX 


NCBI GI 


g2894612 


BLAST score 


408 


E value 


7 .Oe-40 


Match length 


111 


% identity 


69 


NPRT Dpqrr'inf i nn 


(AL021889) putative protein [Arabidops 




198855 


font "i rr T n 

Vjl i 1 L y XL/ 


48093 1 R1039 


5 1 -most EST 


uC-gsf Imaxxa097g04bl 


Method 


BLASTX 


NPRT 


a3122388 


BLAST score 


751 


E value 


7.0e-80 


Mstch 1 print Vi 

L IQ L. Wii -1- VllU I'll 


192 


§£''-* "i H pri t "i 1~ v 

o , ±u?iii>xu y 


52 


NCBI Description 


WD-40 REPEAT PROTEIN MSI2 >gi 12394231 




repeat protein [Arabidopsis thaliana] 




X -70 0 D O 


Contig ID 


48103 2.R1039 


5 '-most EST 


uC-gsflmaxxa076d01bl 


Sea No 


198857 


font -j pr T n 


481 ?Q 1 R1 039 




nP— asrnmi33Rl06h08b2 




198858 

X Zf U O »J o 


fnTTh -J rr T V) 
i l y ijj 


48164 1 R1039 


5' -most EST 


LIB31139-008-P1-K1-A3 


Method 


BLASTX 


NCBI GI 


g3273828 


BLAST score 


466 


E value 


2.0e-52 


Match 1 print h 


178 


9r -i riont" "i t V 


66 


NCBI Description 


(AF068686) nodule -enhanced malate dehy 




max] 




198859 


Print i rr TD 


48165 1 R1039 




T.TR31 8^5-008 -Pi -Kl -AS 

xjx d j i u ^ yj \j o jt x £vx 


Seq. No. 


198860 


Contig ID 


48173 1.R1039 


5 '-most EST 


g5050648 


Method 


BLASTX 


NCBI GI 


g2191130 



(AF016847) WD-40 



26874 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



184 

3.0e-13 

147 

31 

(AF007269) A__IG002N01 . 7 gene product [Arabidopsis thaliana] 
198861 

48186JL.R1039 

uC-gsronu33B062c09bl 

BLASTX 

g3004564 

239 

6.0e-20 

88 

56 

(AC003673) putative receptor Ser/Thr protein kinase 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198862 

48187JL.R1039 

LIB3189-008-P1-K1-C9 

BLASTX 

g4467133 

425 

7.0e-42 

128 

66 

(AL035540) geranylgeranyl pyrophosphate synthase-related 
protein [Arabidopsis thaliana] 

198863 

48203_1.R1039 

g5047155 

BLASTX 

gl931639 

354 

2.0e-33 

181 

39 

(U95973) lysophospholipase isolog [Arabidopsis thaliana] 
198864 

48233JL.R1039 

LIB3197-017-P1-M1-G12 

BLASTX 

gl771162 

713 

2.0e-75 

216 

61 

(X98930) SBT2 [Lycopersicon esculentum] 

>gi | 3687307 | emb | CAA07000 | (AJ006379) subtilisin-like 

protease [Lycopersicon esculentum] 



Seq. No. 
Contig ID 
5 '-most EST 



198865 

48245_1.R1039 
LIB3189-010-P1-K1-C11 



26875 



fl 



Seq. No. 
Contig ID 
5' -most EST 



198866 

48261JUR1039 
LIB3197-005-P1-M1-E2 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

N£BI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



198867 

48266_1.R1039 

uC-gsflnu33B059h05bl 

BLASTX 

g2791900 

752 

4.0e-80 

189 

71 

(AJ000057) PP7 [Arabidopsis thaliana] 
198868 

48271JL.R1039 

LIB3197-029-Q1-M1-F12 

BLASTX 

g2464905 

686 

4.0e-72 

217 

63 

(Z99708) minor allergen [Arabidopsis thaliana] 
198869 

48274_1.R1039 

uC-gsf Imaxxa067a07bl 

BLASTX 

g2244792 

246 

2.0e-21 

83 

70 

(Z97336) ankyrin homolog [Arabidopsis thaliana] 
198870 

48278_1.R1039 

LIB3189-010-P1-K1-H1 

BLASTX 

g2688839 

349 

7.0e-33 

81 

80 

(AF003347) ATP phosphoribosyltransf erase [Thlaspi 
goesingense] 

198871 

48308_1.R1039 

g5049467 

BLASTX 

g2088651 

293 

3.0e-26 



26876 



Match length 

% identity 

NCBI Description 



156 
37 

(AFQQ2109) hypersensitivity-related gene 201 isolog 
[Arabidopsis thaliana] 



Seq. No. 


198872 


Contig ID 


48322 1.R1039 


5 1 -most EST 


LIB3189-011-P1-K1-D5 


Seq. No. 


198873 


Contig ID 


48342 1.R1039 


5 '-most EST 


g5048233 


Method 


BLASTX 


NCBI GI 


g3461845 


BLAST score 


406 


E value 


2.0e-39 


Match length 


143 


% identity 


62 


NCBI Description 


(AC005315) hypothetical 


Seq. No. 


198874 


Contia ID 


48348 1 R1039 


R 1 — most RST 

-~3 1UUO i, J—tkJ A. 




Method 


BLASTX 


NCBI GI 


g3894099 


RT.AST <?priT^ 

i—> x h-> ^ *i_ 


579 




6 Oe-60 


LIU L^li 


127 


O lUCULl L>V 


89 


NCBI Description 


(AJ012750) MCM3 protein 


d • LMU • 


198875 


Contig ID 


48387 1.R1039 


S'-most EST 


uC-gsronu33B147f Olbl 


Seq. No. 


198876 


Contig ID 


48394 1.R1039 


5' -most EST 


LIB3189-012-P1-K1-D6 


Method 


BLASTX 


NCBI GI 


gl706082 


BLAST score 


593 


E value 


3.0e-61 


Match length 


221 


% identity 


56 


NCBI Description 


SERINE CARBOXYPEPTIDASE 



Seq. No. 

Contig ID 
5 1 -most EST 
Method 
NCBI GI 



>gi| 629787 |pir | | S44191 serine-type carboxypeptidase (EC 
3.4.16.1) II-3 - barley >gi | 619350 | bbs | 153536 
CP-MII.3=serine carboxypeptidase [Hordeum vulgare=barley, 
cv. Alexis, aleurone, Peptide, 516 aa] 

>gil 474392 |emb|CAA55478| (X78877) serine carboxylase II-3 
[Hordeum vulgare] 

198877 

48417_1.R1039 
g5044438 
BLASTX 
g3980396 



26877 



BLAST score 

E value 

Ma&9&- length 

% identity 

NCBI Description 



830 

4.0e-89 

176 

85 

(AC004561) putative C-4 sterol methyl oxidase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198878 

48418_1.R1039 

LIB3189-012-P1-K1-G1 

BLASTX 

g2507455 

569 

8.0e-59 

138 

84 

FORMATE — TET RAH YDRO FOLATE LIGASE (FORMYLTETRAHYDROFOLATE 
SYNTHETASE) (FHS) (FTHFS) >gi I 322401 1 pir | | A43350 
formate — tetrahydrofolate ligase (EC 6.3.4.3) - spinach 
>gi 1 170145 (M83940) 10-f ormyltetrahydrof olate synthetase 
[Spinacia oleracea] 



Seq. No. 


i y o o / y 


Contig ID 




5' -most EST 


Lib olo y— UIZ— r 1" i\l oD 


Seq. No. 


1 QQQQn 

lyoooU 


Contig ID 


48440 1.R1039 


5' -most EST 


uC-gsronu33B136dl2bl 


Seq. No. 


198881 


Contig ID 


48443 1.R1039 


5 T -most EST 


LIB3189-013-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


gl280611 


BLAST score 


824 


E value 


2.0e-88 


Match length 


220 


% identity 


64 


NCBI Description 


(U538 60) steroid reductase 1 


Seq. No. 


198882 


Contig ID 


48449 1.R1039 


5' -most EST 


LIB3189-013-P1-K1-B10 


Seq. No. 


198883 


Contig ID 


48472 1.R1039 


5 '-most EST 


g5046077 


Method 


BLASTX 


NCBI GI 


g2245058 


BLAST score 


156 


E value 


4*0e-10 


Match length 


63 


% identity 


51 


NCBI Description 


(Z97342) hypothetical prote 


Seq. No. 


198884 



DET2 [Arabidopsis thaliana] 



26878 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48484_1.R1039 

g5048309 

BLA5TX 

gll4171 

276 

1.0e-27 

154 
55 

3-PH0SPH0SHIKIMATE 1-CARBOXYVTNYLTRANSFERASE PRECURSOR 
( 3 - ENOL P YRU V YL S H I KI MAT E - 5 - PHO S PH AT E SYNTHASE) (EPSP 
SYNTHASE) >gi | 99781 | pir | IS12744 3-phosphoshikimate 
1-carboxyvinyltransf erase (EC 2.5.1.19) precursor - rape 
>gi|17815|emb|CAA35839| (X51475) 

5-enolpyruvylshikimate-3-phosphate synthase [Brassica 
napus ] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



198885 

48524_1.R1039 

LIB3189-014-P1-K1-D5 

BLASTX 

g2815493 

365 

7.0e-35 

113 

61 

SERINE CARBOXYPEPTIDASE I PRECURSOR (CARBOXYPEPTIDASE C) 
(CP-MI) >gi|1731988|emb|CAA70816| (Y09603) serine 
carboxypeptidase I, CP-MI [Hordeum vulgar e] 

198886 

48529JL.R1039 

LIB3189-014-P1-K1-E12 

BLASTX 

gl888357 

1236 

1.0e-136 

420 

57 

(X98130) alpha-mannosidase [Arabidopsis thaliana] 
>gi 1 1890154 | emb | CAA72432 | (Y11767) alpha-mannosidase 
precursor [Arabidopsis thaliana] 

198887 

48546__1.R1039 

g5044582 

BLASTX 

g2494162 

394 

4.0e-38 

197 

39 

HYPOTHETICAL 39.9 KD PROTEIN T15H9.1 IN CHROMOSOME II 
PRECURSOR >gi|3879803|emb|CAA87414| (Z47356) similar to 
DNAJ [Caenorhabditis elegans] 

198888 

48548 1.R1039 



26879 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-gsflnu33B091dl0bl 

BLASTX 

g4455223 

393 

6.0e-38 
98 
43 

(AL035440) 
thaliana] 



putative DNA binding protein [Arabidopsis 



198889 

48549_1.R1039 
LIB3189-014-P1-K1-G4 
BLASTX 
g416758 
126 

2.0e-13 
67 
60 

SERINE CARBOXY PEPTIDASE PRECURSOR >gi 1166674 (M81130) 
carboxypeptidase Y-like protein [Arabidopsis thaliana] 
>gi|445120|prf N1908426A carboxypeptidase Y [Arabidopsis 
thaliana] 

Seq. No. 198890 

Contig ID 48574_1 .RIO 3 9 

5 '-most EST uC-gsf lnu33B088h05bl 

Method BLASTX 

NCBI GI g2462748 

BLAST score 583 

E value 3.0e-60 

Match length 122 

% identity 93 

NCBI Description (AC002292) putative Clathrin Coat Assembly protein 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 198891 

Contig ID 48576_1.R1039 

5 '-most EST LIB3189-015-P1-K1-B4 



Seq. No. 198892 

Contig ID 48588J..R1039 

5' -most EST g3326574 

Method BLASTN 

NCBI GI g3510345 

BLAST score 49 

E value 3.0e-18 

Match length 185 

% identity 82 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI 
MNJ8 , complete sequence [Arabidopsis thaliana] 



Seq. No. 198893 

Contig ID 48588_2 .R1039 

5' -most EST uC-gsf Imaxxa097c05bl 

Method BLASTN 

NCBI GI g3510345 



26880 



BLAST score 


63 


E value 


1 . Oe-26 


Match length 


268 


% identity 


83 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5 




MNJ8, complete sequence [Arabidopsis thaliana] 


Seq. No. 


198894 


Contig ID 


48599 1.R1039 


5 T -most EST 


g5045063 


Seq. No. 


198895 


Contig ID 


48602 1.R1039 


5 1 -most EST 


LIB3189-016-P1-K1-C3 


Method 


BLASTX 


NCBI GI 


g3386598 


BLAST score 


1245 


E value 


1.0e-137 


Match length 


319 


% identity 


74 


NCBI Description 


(AC004665) putative cytochrome p450 [Arabidops 


Seq. No. 


198896 


Contig ID 


48622JL.R1039 


5 '-most EST 


LIB3189-048-P1-K1-B5 


Seq. No. 


198897 


Contig ID 


48626 1.R1039 


S'-most EST 


LIB3189-041-P1-K1-D1 


Seq. No. 


198898 


Contig ID 


48635 1.R1039 


5 '-most EST 


LIB3189-016-P1-K1-F8 


Method 


BLASTX 


NCBI GI 


g2804278 


BLAST score 


465 


E value 


3.0e-73 


Match length 


203 


% identity 


69 


NCBI Description 


(AB003516) squalene epoxidase [Panax ginseng] 


Seq. No. 


198899 


Contig ID 


48642 1.R1039 


5 '-most EST 


LIB3189-016-P1-K1-G4 


Seq. No. 


198900 


Contig ID 


48655 1.R1039 


5 '-most EST 


LIB3197-030-Q1-M1-A8 


Method 


BLASTX 


NCBI GI 


g4138722 


BLAST score 


333 


E value 


5.0e-31 


Match length 


127 


% identity 


55 


NCBI Description 


(Y09590) hexose transporter [Vitis vinifera] 


Seq. No. 


198901 



26881 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48696JL.R1039 

LIB3189-018-P1-K1-A12 

BLASTX 

g3785971 

405 

2.0e-39 

141 

60 

(AC005560) hypothetical protein [Arabidopsis thaliana] 
>gi | 4262248 | gb | AAD14541 1 (AC006200) hypothetical protein 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



198902 

48710JL.R1039 
uC-gsronu33B144g06bl 



Seq. No, 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length- 

% identity 

NCBI Description 



198903 

48718_1.R1039 

LIB3189-018-P1-K1-C9 

BLASTX 

g3738304 

183 

3.0e-13 

182 
27 

(AC005309) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



198904 

48725JL.R1039 
LIB3189-022-P1-K1-C4 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198905 

48730_1.R1039 

uC-gsflmaxxa097a01bl 

BLASTX 

g729480 

455 

3.0e-45 

126 

73 

FERREDOXIN — NADP REDUCTASE, ROOT ISOZYME PRECURSOR { FNR) 
>gi | 435647 | dbj | BAA04232 | (D17410) f erredoxin-NADP-f- 
reductase [Oryza sativa] >gi | 902936 | dbj | BAA07479 i (D38445) 
root ferredoxin-NADP+ reductase [Oryza sativa] 
>gi|1096932|prf M2113196A f erredoxin-NADP oxi do reductase 
[Oryza sativa] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198906 

48731_1.R1039 

LIB3189-018-P1-K1-E3 

BLASTX 

gl653702 

276 

3.0e-24 

82 
70 

(D90915) dihydrolipoamide acetyltransf erase component 



(E2) 



26882 



of pyruvate dehydrogenase complex [Synechocystis sp.] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198907 

48755_1.R1039 

LIB3197-041-Q1-M1-H8 

BLASTX 

g3650037 

482 

1.0e-48 

116 " • 
82 

(AC005396) auxin-responsive GH3-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198908 

48774_1.R1039 

LIB3189-022-P1-K1-C3 

BLASTX 

g2244931 

157 

2.0e-10 

114 

35 

(Z97339) hypothetical protein [Arabidopsis thaliana] 
>gi|3426058 | emb | CAA07572 | (AJ007585) IB1P8-4 protein 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198909 

48794_1.R1Q39 

uC-gsflnu33B127g06bl 

BLASTX 

gl617036 

375 

6.0e-36 

89 
76 

(Y08624) Ted2 [Vigna unguiculata] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198910 

48817_1.R1039 

uC-gsflnu33B115g04bl 

BLASTX 

g2570338 

212 

8.0e-17 

69 
61 

(U90927) glyoxalase II isozyme 



[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



198911 

48823_1.R1039 

LIB3189-023-P1-K1-B11 

BLASTN 

g3821780 

37 

3.0e-ll 

37 



26883 





100 


NPRT n^srritrtion 


Xenopus laevis cDNA < 


Seq. No. 


198912 


Contia ID 


48824 1.R1039 


5 T -most EST 


LIB3272-036-P1-K1-C7 


Method 


BLASTX 


NCBI GI 


g4455225 


BLAST score 


486 


E value 


8.0e-49 


Match length 


152 


% i Hpnt 1 1" v 


56 


NCBT D^scTiDtion 


(AL035440) putative ] 


Spa No 


198913 


Contia ID 


48838 1.R1039 


5' -most EST 


LIB3197-008-P1-M1-A6 


Method 


BLASTX 


NCBI GI 


g3641836 


BLAST score 


216 


E value 


1.0e-30 


Match length 


177 


% identity 


44 


NCBI Description 


(AL023094) putative 



putative protein [Arabidopsis thaliana] 



Seq, No. 
Contig ID 
5 '-most EST 



[Arabidopsis thaliana] 
198914 

48851_1.R1039 
LIB3189-023-P1-K1-D8 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198915 

48862_1.R1039 
LIB3197-001-P1-M1-G1 

198916 

48867J..R1039 

LIB3197-051-Q1-M1-D4 

BLASTX 

g3687237 

433 

2.0e-42 

245 

60 

(AC005169) putative Cys3His zinc-finger protein 
[Arabidopsis thaliana] 

198917 

48870JL.R1039 

uC-gsflmaxxa028el0bl 

BLASTX 

g3319355 

537 

7.0e-55 

115 

94 

(AF077407) similar to chaperonin containing TCP-1 complex 
gamma chain [Arabidopsis thaliana] 



26884 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



198918 

48875_1.R1039 

uC-gsronu33B107fl2bl 

BLASTN 

g3319339 

46 

1.0e-16 

270 
87 

Arabidopsis thaliana BAC F9D12 
198919 

48879JL.R1039 
LIB3189-023-P1-K1-G9 

198920 

48883_1.R1039 

g3325850 

BLASTX 

gl29960 

281 

1.0e-24 

119 

49 

4 -NITROPHENYLPHOSPHATASE (PNPPASE) 
198921 

48902_1.R1039 
LIB3189-024-P1-K1-B7 



Seq. No. 
Contig ID 
5 f -most EST 



198922 

48903_1.R1039 
LIB3189-024-P1-K1-C1 



Seq. No. 
Contig ID 
5 '-most EST 



198923 

48911JL.R1039 
LIB3189-024-P1-K1-D4 



Seq. No. 
Contig ID 
5' -most EST 



198924 

48922_1.R1039 
LIB3189-046-P1-K1-G10 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198925 

48931_1.R1039 

g5049049 

BLASTX 

gll72558 

287 

1.0e-25 

114 

48 

OUTER PLASTIDIAL MEMBRANE PROTEIN PORIN (VOLTAGE-DEPENDENT 
AN I ON- S ELECT I VE CHANNEL PROTEIN) (VDAC) 
>gi I 480122 |pir M S36454 porin porl - garden pea 
>gi|396819|emb|CAA80988| (Z25540) Porin [Pisum sativum] 



26885 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198926 

48938_1.R1039 

uC-gsflmaxxa04 9a07bl 

BLASTX 

g3885334 

264 

6.0e-23 

70 

64 

(AC005623) putative argonaute protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198927 

48947JL.R1039 

LIB318 9-025-P1-K1-A9 

BLASTX 

g444327 

302 

2.0e-27 

129 

48 

O-methyltransf erase [Populus trichocarpa x Populus 
deltoides] 



Seq. No. 


lybyzo 


Contig ID 


4o y / y x . kiu jy 


5 '-most EST 


LIBoloy-UoU-Pl-Kl-hy 


Method 


BLASTX 


NCBI GI 


g3420008 


BLAST score 


842 


E value 


3.0e-90 


Match length 


297 


% identity 


54 


NCBI Description 


(AF000307) steroid sulfotransf erase 3 


Seq. No. 


198929 


Contig ID 


49029JL.R1039 


5 '-most EST 


uC-gs f Imaxxa 0 4 0 aO 6b 1 


Method 


BLASTX 


NCBI GI 


g3668089 


BLAST score 


371 


E value 


5.0e-55 


Match length 


189 


% identity 


53 


NCBI Description 


(AC004667) unknown protein [Arabidops 


Seq. No. 


198930 


Contig ID 


49043 1.R1Q39 


5 '-most EST 


LIB3272-055-P1-K1-H6 


Seq. No. 


198931 


Contig ID 


49052 1.R1039 


5 '-most EST 


LIB3197-027-Q1-M1-F1 


Method 


BLASTX 


NCBI GI 


g2252840 


BLAST score 


600 


E value 


7.0e-62 



[Brassica napus] 



26886 



Match length 264 
% identity 44 

NCBI Description (AF013293) contains regions of similarity to Haemophilus 
influenzae permease (SP:P387 67) [Arabidopsis thaliana] 



Seq. No. 


198932 


Contig ID 


49053 1.R1039 


5 '-most EST 


LIB3189-028-P1-K1-H10 


Seq. No. 


198933 


Contig ID 


49059 1.R1039 


5 ' -most EST 


uC-gsronu33B082h01bl 


Method 


BLASTX 


NCBI GI 


g4314378 


BLAST score 


248 


i— I V C1J- 


2.0e-21 


Match lencrth. 


73 


% identity 


67 


NCBI Descriotion 


(AC006232) putative lipase [Arabidopsis thaliana] 


O C ^ • LN \J » 


198934 


Contig ID 


49075 1.R1039 " 


5 ' -most EST 


uC-gsronu33B047c04bl 


Seq. No. 


198935 


font i rr TO 


49080 1 R1039 


5 '-most EST 


LIB3189-030-P1-K1-D6 


L It: l_ 11L/LA 


RT.ASTX 






BLAST score 


373 




8 Oe-36 




116 


3: i Hpnt it* v 


65 


NCRT DpscriDt ion 


(AC006072) unknown protein [Arabidopsis thaliana] 


Seq. No. 


198936 


Pont i fr TD 


49091 1.R1039 


S'-TTtOSt EST 

ILL V-/ kJ JJU1 


LIB3 18^9-0 30-P1-K1-F2 


Method 


BLASTX 


NCBI GI 


gl703574 


BLAST score 


481 


E value 


3.0e-48 


Match length 


185 


% identity 


50 


NPRT np^prinfion 

Li w JJ -L Ij 1 w -1_ -L. £-/ -1- vil 


(U80437) C43E11.9 [Caenorhabditis elegans] 




J. _7 O / 


Contig ID 


49103 1.R1039 


5' -most EST 


LIB3189-044-P1-K1-G12 


Seq. No. 


198938 


Contig ID 


49125JL.R1039 


5' -most EST 


uC-gs f ImaxxaO 4 8 e 0 6b 1 


Seq. No. 


198939 


Contig ID 


49152 1.R1039 


5 '-most EST 


LIB3272-038-P1-K1-H3 



26887 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 
gl699370 
4 67 

1.0e-46 

198 

49 

(S82620) 



prolidase=peptidase D/imidopeptidase {EC 3.4.13.9} 



[mice, liver, Peptide, 493 aa] [Mus sp.] 
198940 

49155JL.R1039 

LIB3196-029-P1-M1-B4 

BLASTX 

g2894378 

426 

5.0e-42 

146 

61 

(Y14573) putative ribophorin I homologue [Hordeum vulgare] 
198941 

49173__1.R1039 

LIB3189-005-P1-K1-B5 

BLASTX 

g3096947 

208 

2.0e-16 

115 
57 

(Y16327) putative cyclic nucleotide-regulated ion channel 
[Arabidopsis thaliana] 

198942 

49197_1.R1039 

LIB3189-034-P1-K1-F12 

BLASTX 

g!872521 

600 

3.0e-62 

160 

72 

(U87833) zinc-finger protein Lsdl [Arabidopsis thaliana] 
>gi 1 1872523 (U87834) zinc-finger protein Lsdl [Arabidopsis 
thaliana] 

198943 

49216_1.R1039 

g5048566 

BLASTX 

g3036807 

845 

9.0e-91 

258 
66 

(AL022373) putative protein [Arabidopsis thaliana] 



Seq. No, 



198944 



26888 



Contig ID 


49220 1.R1039 


5' -most EST 


LIB3196-003-P1-M1-C7 


Method 


BLASTX 


NCBI GI 


gl785488 


BLAST score 


215 


E value 


3.0e-17 


Match length 


120 


% identity 


37 


NCBI Description 


(D14590) flavonoid 3 


Seq. No. 


198945 


Contig ID 


49238 1.R1039 


5 1 -most EST 


LIB3189-035-P1-K1-C4 


Method 


BLASTX 


NCBI GI 


g4263791 


BLAST score 


175 


E value 


2.0e-12 


Match length 


56 


% identity 


54 


NCBI Description 


(AC006068) putative : 




thaliana] 


Seq. No. 


198946 


Contig ID 


49250 1.R1039 


5' -most EST 


LIB3196-030-P1-M1-B6 



r 5 ' -hydroxylase [Campanula medium] 



putative receptor protein kinase [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198947 

49262_1.R1039 

LIB3197-028-Q1-M1-G2 

BLASTX 

gl449179 

203 

6.0e-16 

63 

57 

(D86506) N-ethylmaleimide sensitive fusion protein 
[Nicotiana tabacum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198948 

49303_1.R1039 

LIB3189-036-P1-K1-C8 

BLASTX 

g3688170 

185 

9.0e-14 

100 

46 

(AL031804) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



198949 

49325_1.R1039 

g5047471 

BLASTX 

g2191130 

239 

8.0e-20 
177 



26889 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

£ value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 



38 

(AF007269) A_IG002N01.7 gene product [Arabidopsis thaliana] 



198950 

49333JLR1039 

LIB3197-054-Q1-M1-G4 

BLASTX 

g2894378 

458 

2.0e-45 

181 

52 

(Y14573) putative ribophorin I 



homologue [Hordeum vulgare] 



198951 

4 9343_1.R1039 
LIB3189-036-P1-K1-H2 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198952 

49364J..R1039 

LIB3189-037-P1-K1-B3 

BLASTX 

g99898 

1017 

l.Oe-111 

230 

85 

DNA-directed RNA polymerase (EC 2. 
(isoform Bl) - soybean (fragment) 



7.7.6) largest chain 



Seq. No. 


198953 


Contig ID 


49403 1.R1039 


5 '-most EST 


LIB3189-041-P1-K1-A11 


Seq. No. 


198954 


Contig ID 


49406 1.R1039 


5 '-most EST 


LIB3189-041-P1-K1-G1 


Method 


BLASTX 


NCBI GI 


g2760839 


BLAST score 


279 


E value 


1.0e-24 


Match length 


82 


% identity 


61 


NCBI Description 


(AC003105) putative recept- 


Seq. No. 


198955 


Contig ID 


49470 1.R1039 


5' -most EST 


LIB3189-041-P1-K1-H11 


Method 


BLASTX 


NCBI GI 


g2498885 


BLAST score 


182 


E value 


2.0e-25 


Match length 


143 


% identity 


48 


NCBI Description 


PROTEIN TRANSPORT PROTEIN ; 




>gi | 1296664 | emb | CAA65774 | 



sapiens] 



26890 



Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198956 

49473JL.R1039 

uC-gsronu33B055a!2bl 

BLASTX 

gl246403 

284 

4.0e-25 

86 
66 

(X94698) TINY [Arabidopsis thaliana] 
TINY [Arabidopsis thaliana] 



>gi|3406035 (AC005405) 



Seq. No* 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198957 

49476_1.R1039 

uC-gsflmaxxa090cl2bl 

BLASTX 

g3075398 

238 

8.0e-20 

89 

51 

(AC004484) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198958 

49480_1.R1039 

uC-gsflmaxxa089f03bl 

BLASTX 

g3954807 

706 

1.0e-74 

178 
75 

(AJ011862) 
roseus] 



f lavonoid 3 T , 5 T -hydroxylase [Catharanthus 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198959 

49491_1.R1039 

LIB3189-043-P1-K1-A8 

BLASTX 

g3334661 

356 

9.0e-34 

117 

56 

(Y10490) putative cytochrome P450 [Glycine max] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198960 

49492_1.R1039 

g5048358 

BLASTX 

g4455800 

321 

2.0e-29 

104 

59 

(Z97343) unnamed protein product 



[Arabidopsis thaliana] 



26891 



beg. jno • 


1 




49521 1 R1039 




uC-asronu33B017h09bl 


Method 




NCBI GI 


g2623199 


BLAST score 


529 


J_j V Cl-L UC 


6. Oe-54 


ridCOH -LCIiy Hi 


-112 


-5 laenuiuy 




jnud-L uescr ipn-ioii 


f Zl ^ f) 9 Q riTnt^i n nhn^nhata? 




L.llCL-L-1-CLllCl J 


beq. jno . 


iJ/O Jut. 


v^vjiiuJ-y 


49524 1 R1039 


J 1LIU O U IjO 1 


LIB3189-043-P1-K1-E10 


Method 


BLASTX 


NCBI GI 


g2982465 




215 


iii va_Lue 




jyjatcn -Lengtn 


19^ 


% identity 


A 9 


LNV^DJ. UCSCiiptlUll 


(7^1.09999'^) mitative Drotein 


Seq. No. 


i y o y do 


v^-oriLiy J.u 


1 R1 D39 
i jj'ii j. • r\x \j y 


0 IUOo L JiiO± 


rrSD47T7Q 


lie Lli^/^J. 


BLASTX 


NCBI GI 


g2072986 


BLAST score 


1125 


E value 


1.0e-123 


Match length 


239 


% identity 


85 


NCBI Description 


(U95142) putative G-protein- 



2 [Arabidopsis 



receptor [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198964 

49544_1.R1039 

LIB3197-054-Q1-M1-E2 

BLASTX 

g498038 

542 

2.0e-62 

160 

78 

(L33792) lipid transfer protein [Senecio odorus] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



198965 

49552JL.R1039 

g5049898 

BLASTX 

gll3363 

385 

5.0e-76 

260 

55 



26892 



NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ALCOHOL DEHYDROGENASE 1 >gi | 27 9445 | pir | | DEPJA1 alcohol 
dehydrogenase (EC 1.1.1.1) 1 - garden petunia 
>gil20506|emb|CAA38039| (X54106) alcohol dehydrogenase 
[Petunia x hybrida] 

198966 

49561_1.R1039 

uC-gsflmaxxa097c08bl 

BLASTX 

gl944518 

609 

2.0e-63 

158 

72 

(Y07822) Shaggy-like kinase tetha [Arabidopsis thaliana] 
>gi 1 3047105 (AF058919) protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198967 

49580_1.R1039 

uC-gsflnu33B090ellbl 

BLASTX 

g2811031 

474 

1.0e-47 

143 

66 

BETAINE -ALDEHYDE DEHYDROGENASE PRECURSOR (BADH) 

>gi 1 2109299 1 gb |AAB58165.1| (AF000132) betaine aldehyde 

dehydrogenase [Amaranthus hypochondriacus] 

198968 

49596JL.R1039 

uC-gsronu33B103f05bl 

BLASTX 

g2511590 

920 

1.0e-99 

198 

88 

(Y13692) multicatalytic endopeptidase complex, proteasome 
component, beta subunit [Arabidopsis thaliana] >gi 13421111 

(AF043534) 20S proteasome beta subunit PBD1 [Arabidopsis 
thaliana] 

198969 

49601_1.R1039 

g5050178 

BLASTX 

g2245017 

388 

2.0e-37 

170 

46 

(Z97341) membrane protein homolog [Arabidopsis thaliana] 



Seq. No, 



198970 



26893 



Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49666_1.R1039 

LIB3189-046-P1-K1-B5 

BLASTX 

gll5610 

636 

3.0e-66 

135 
95 

PHOSPHOENOLPYRUVATE CARBOXYLASE (PEPCASE) 
>gi| 68030 |pir | IQYNT phosphoenolpyruvate carboxylase (EC 
4.1.1.31) - common tobacco >gi | 22589 | emb | CAA4 1758 | (X59016) 
phosphoenolpyruvate carboxylase [Nicotiana tabacum] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198971 

49671_1.R1039 

LIB3197-053-Q1-M1-G12 

BLASTN 

g399628 

42 

4.0e-14 

78 
90 

Lycopersicon esculentum (DB207] 
cell protein mRNA, 3' end 



meloidogyne-induced giant 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198972 

49673_1.R1039 

LIB3189-046-P1-K1-C12 

BLASTN 

g3449327 

39 

2.0e-12 

67 

90 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MCA23, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198973 

49691JL.R1039 

LIB3189-046-P1-K1-E7 

BLASTX 

g2911050 

182 

2.0e-13 

106 

43 

(AL021961) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



198974 

49703JL.R1039 

uC-gsflnu33B036e05bl 

BLASTN 

g4079614 

43 

8.0e-15 

119 

84 



26894 



NCBI Description Arabidopsis thaliana chromosome I BAC F21M11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 f -most EST 

Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198975 

49704_1.R1039 
LIB3197-060-Q1-M1-B12 

198976 

49724JL.R1039 

LIB3189-046-P1-K1-H7 

BLASTX 

g3395436 

261 

1.0e-22 

128 

39 

(AC004683) unknown protein [Arabidopsis thaliana] 
198977 

49726JL.R1039 
LIB3189-04 6-P1-K1-H9 

198978 

49748_1.R1039 

LIB3189-047-P1-K1-E5 

BLASTX 

g3805845 

352 

7.0e-39 

147 

61 

(AL031986) putative protein [Arabidopsis thaliana] 
198979 

49762J..R1039 

uC-gsronu33B038f06bl 

BLASTX 

gll76658 

256 

4.0e-44 

204 

44 

HYPOTHETICAL 200.6 KD PROTEIN B0228.2 IN CHROMOSOME II 
>gi 1726363 (U23168) No definition line found 
[Caenorhabditis elegans] 



Seq. No. 
Contig ID 
5 '-most EST 



198980 

49804_1.R1039 
LIB3189-048-P1-K1-E1 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



198981 

49812JL.R1039 

uC-gsflnu33B056a02bl 

BLASTX 

gl575327 

227 

8.0e-i9 



26895 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



88 
61 

(U59738) ATP sulfurylase [Arabidopsis thaliana] 
198982 

49816J..R1039 

LIB3189-048-P1-K1-F10 

BLASTX 

g3600054 

192 

2.0e-14 

106 
40 

(AF080120) No definition line found [Arabidopsis thaliana] 
198983 

49835JL.R1039 
LIB3189-048-P1-K1-H5 



Seq. No. 
Contig ID 
5' -most EST 



198984 

49835_2.R1039 
LIB3196-058-P1-M1-F8 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



198985 

49841JL.R1039 

LIB3189-049-P1-K1-A7 

BLASTX 

g549061 

650 

4.0e-71 

243 

58 

T-COMPLEX PROTEIN 1, ZETA SUBUNIT (TCP-1-ZETA) (CCT-ZETA) 
(CCT-ZETA-1) >gi | 631655 Ipir | | S43063 CCT (chaperonin 
containing TCP-1) zeta chain - mouse 
>gi [468554 | emb | CAA83432 i (Z31557) CCT (chaperonin 
containing TCP-1) zeta subunit [Mus musculus] 

198986 

4 9860JL.R1039 

g5044958 

BLASTN 

g2264309 

46 

2.0e-16 

121 
88 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MJJ3, complete sequence [Arabidopsis thaliana] 

198987 

49875_1.R1039 

LIB3189-050-P1-K1-C8 

BLASTX 

g3759184 

722 

2.0e-76 



26896 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



245 
61 

(AB018441) phi-1 [Nicotiana tabacum] 
198988 

49916JL.R1039 

uC-gsflmaxxa040g04bl 

BLASTX 

g3451075 

540 

3.0e-55 

148 

68 

(AL031326) putative protein [Arabidopsis thaliana] 



198989 

49931JL.R1039 

uC-gsflmaxxa040c08bl 

BLASTX 

g4106061 

199 

8.0e-16 

75 

60 

(AF053318) CCR4-associated factor 1 



[Homo sapiens] 



198990 

49950JL.R1039 

uC-gsflnu33B036b06bl 

BLASTX 

g4574320 

228 

1.0e-18 

78 
65 

(AF117224) wound-induced protein WI12 [Mesembryanthemum 
crystallinum] 

198991 

49961_1.R1039 

LIB3189-052-P1-K1-G8 

BLASTX 

g2191168 

479 

5.0e-48 

179 

55 

(AF007270) contains similarity to myosin heavy chain 
[Arabidopsis thaliana] 

198992 

49967_1.R1039 

LIB3189-053-P1-K1-F10 

BLASTX 

g3281868 

401 

5.0e-56 



26897 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI , 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214 
56 . 

(AL031004) putative protein [Arabidopsis thaliana] 
198993 

49987_1.R1039 

LIB3189-034-P1-K1-B3 

BLASTX 

gll70745 

769 

5 .0e-82 

151 

100 

LATE EMBRYOGENES I S ABUNDANT PROTEIN LEA14-A >gi 1167326 
(M88321) Group 4 late embryogene sis -abundant protein 
[Gossypium hirsutum] >gi 1167328 (M88322) Group 4 late 
embryogenesis-abundant protein [Gossypium hirsutum] 





1 Qft QQ4 

X _7 o y -7 Tt 


Contig ID 


50022 1.R1039 


5' -most EST 


LIB3189-037-P1-K1-F12 


oeq . iNo * 




oontig id 


cnn^^ 1 di n^Q 


o — mosr bo! 


g j jzd / 4i / 


Method 


tJJ-tAo 1 A 




g4 iuzduu 


BLAST score 




E value 




war.cn ±engr.n 


lOD 


% identity 


54 


NCBI Description 


(AF013467) ARF6 [Arabidopsis 


O C • X If \J m 


198996 


Contig ID 


50052 1.R1039 


5' -most EST 


LIB3189-005-P1-K1-A5 


Method 


BLASTX 


NCBI GI 


g4579913 


BLAST score 


751 


E value 


6.0e-80 


Match length 


167 


% identity 


84 


NCBI Description 


(AB023423) sulfate transport' 


Seq. No. 


198997 


Contig ID 


50102 1.R1039 


5 '-most EST 


g5046627 


Method 


BLASTX 


NCBI GI 


g4240305 


BLAST score 


170 


E value 


9.0e-12 


Match length 


160 


% identity 


29 


NCBI Description 


(AB020715) KIAA0908 protein 


Seq* No. 


198998 


Contig ID 


50103JL.R1039 



26898 



5 1 -most EST 



LIB3189-052-P1-K1-A11 



Method 


BLASTX 


NCBI GI 


g4406775 


BLAST score 


181 


E value 


7.0e-13 


Match length 


144 


% identity 


37 


NCBI Description 


(AC006836) unknown p] 


Seq. No. 


198999 


Contig ID 


50116 1.R1039 


5' -most EST 


LIB3197-045-Q1-M1-H8 


Method 


BLASTX 


NCBI GI 


g2947063 


BLAST score 


287 


E value 


3.0e-25 


Match length 


234 


% identity 


37 


NCBI Description 


(AC002521) putative 




thaliana] 


Seq. No. 


199000 


Contig ID 


50120 1.R1039 


5 T -most EST 


LIB3189-052-P1-K1-C6 


Method 


BLASTX 


NCBI GI 


g3928150 


BLAST score 


432 


E value 


1.0e-42 


Match length 


123 


% identity 


61 


NCBI Description 


(AJ131049) hypotheti 


Seq. No. 


199001 


Contig ID 


50123 1.R1039 


5' -most EST 


uC-gsflmaxxa028a01bl 


Method 


BLASTN 


NCBI GI 


g2264316 


BLAST score 


34 


E value 


2.0e-09 


Match length 


171 


% identity 


83 


NCBI Description 


Arabidopsis thaliana 



unknown protein [Arabidopsis thaliana] 



putative Ser/Thr protein kinase [Arabidopsis 



hypothetical protein [Cicer arietinum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



nomic DNA, chromosome 5, PI clone 
MROll, complete sequence [Arabidopsis thaliana] 

199002 

50147JL.R1039 

uC-gsronu33B132g02bl 

BLASTX 

g4567226 

183 

2.0e-13 

73 
55 

(AC007119) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 



199003 

50157 1.R1039 



26899 



5 '-most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3326091 
199004 

50160J..R1039 

LIB3189-039-P1-K1-D4 

BLASTX 

g2129559 

312 

1.0e-28 

144 

47 

cellulase homolog OR16pep - Arabidopsis thaliana 
>gi 1 1022807 (U37702) cellulase [Arabidopsis thaliana] 
>gi | 3493633 (AF074092) cellulase [Arabidopsis thaliana] 
>gi 1 3598956 (AF074375) cellulase [Arabidopsis thaliana] 
>gi | 3978258 (AF073875) endo-1, 4-beta-D-glucanase KORRIGAN 
[Arabidopsis thaliana] 

199005 

50170JL.R1039 

LIB3189-039-P1-K1-E4 

BLASTX 

g!168735 

250 

2.0e-21 

152 

36 

CYTOPLASMIC AXIAL FILAMENT PROTEIN >gi | 1073970 i pir | | F64118 
cytoplasmic axial filament protein (cafA) homolog - 
Haemophilus influenzae (strain Rd KW20) >gi 11574815 
(U32814) cytoplasmic axial filament protein (cafA) 
[Haemophilus influenzae Rd] 

199006 

50220JL.R1039 

LIB3197-059-Q1-M1-B3 

BLASTX 

g2088651 

188 

8.0e-14 

207 

26 

(AF002109) hypersensitivity-related gene 201 isolog 
[Arabidopsis thaliana] 

199007 

50221JL.R1039 

LIB3189-001-P1-K1-E1 

BLASTX 

gl076660 

380 

2.0e-36 

104 

74 

D13F (MYBST1) protein - potato >gi I 786426 | bbs 1 159122 
(S74753) MybStl=Myb-related transcriptional activator 
{DNA-binding domain repeats} [Solanum tuberosum=potatoes, 



26900 



leaf, Peptide, 342 aa] [Solanum tuberosum] 



Seq. No. 


199008 


Contig ID 


50231 1.R1039 


5* -most EST 


LIB3189-052-P1-K1-G4 


Sea. No. 


199009 


Contig ID 


50245 1.R1039 


5 ' -most EST 


LIB3189-053-P1-K1-A5 


Seq. No. 


199010 


Contig ID 


50287 1.R1039 


5 T -most EST 


LIB3189-053-P1-K1-E9 


Method 


BLASTX 


NCBI GI 


g4455209 


BLAST score 


570 


F! va 1 ne 

j_ i v a _i_ w 


9. Oe-59 


Match lenath 


145 


% identity 


76 


NCBI Description 


(AL035440) putative Proline 




[Arabidopsis thaliana] 


Seq. No. 


199011 


Contig ID 


50289 1.R1039 


5 '-most EST 


LIB3189-053-P1-K1-F3 


Method 


BLASTX 


NCBI GI 


g3776084 


BLAST score 


270 


E value 


1.0e-23 


Match length 


85 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



59 

{Y18251) NtN2 [Medicago truncatula] 
199012 

50318_1.R1039 

g5048907 

BLASTX 

g3738320 

585 

2.0e-60 

238 

50 

(AC005170) putative cinnamoyl CoA reductase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199013 

50321_1.R1039 

g3326255 

BLASTX 

g3025205 

177 

2.0e-12 

73 

51 

HYPOTHETICAL 65.1 KD PROTEIN SLR1919 

>gi|1652223|dbj |BAA17147| (D90903) ABCl-like [Synechocyst 
sp. ] 



26901 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E valUe 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5* -most EST 
Method 
NCBI GI 
BLAST score 



[Populus tremuloides] 



199014 

50326JL.R1039 

uC-gsronu33B031e!0bl 

BLASTX 

g3258637 

607 

4.0e-63 

173 
72 

(AF041050) 4-coumarate:CoA ligase 
199015 

50327JL.R1039 

uC-gsronu33B078bl2bl 

BLASTX 

gl518113 

739 

2.0e-78 

205 

68 

(U66193) SLL2 [Brassica napus] 



199016 

50334_1.R1039 

uC-gsflmaxxa048c07bl 

BLASTX 

g2129559 

665 

8.0e-70 

164 

78 

cellulase homolog OR16pep - Arabidopsis thaliana 
>gi | 1022807 (U37702) cellulase [Arabidopsis thaliana] 
>gi 1 3493633 (AF074092) cellulase [Arabidopsis thaliana] 
>gij 3598956, (AF074375) cellulase [Arabidopsis thaliana] 
>gi I 3978258 (AF073875) endo-1, 4-beta-D-glucanase KORRIGAN 
[Arabidopsis thaliana] 

199017 

50363_1.R1039 

g5045584 

BLASTX 

g3980396 

462 

4.0e-92 

204 

79 

(AC004561) putative C-4 sterol methyl oxidase [Arabidopsis 
thaliana] 

199018 

50382_1.R1039 

LIB3197-005-P1-M1-B1 

BLASTX 

g3341681 

687 



26902 



E value 
Match length 
% identity 
NCBI Description 



2.0e-72 

148 

91 

(AC003672) small GTP-binding protein [Arabidopsis thaliana] 
>gi I 741994 | prf || 2008312A GTP-binding protein [Arabidopsis 
thaliana] 



Seg. No. 


199019 


CnirM a TD 


50394 1 R1039 


5 1 -most EST 


a5047^35 

u v,/ a t 


Method 


BLASTX 


NCBI GI 

LH U J- W -L. 


a4432859 


BLAST score 


172 


E value 


5,0e-12 


Match length 


159 


% identity 


33 


NCBI Description 


(AC006300) unknown protein [Arabidopsis thaliana] 


Sea No 


199020 


Contia ID 


50403 1.R1039 


5 T -most EST 


LIB3189-002-P1-K1-H6 


Method 


BLASTX 


NFPRT (IT 




J_>XJJTlkJ J. J^wi-C 


81 1 

Oil 


E value 


4.0e-87 


Match length 


151 


^ -nj.ciiL.-L uy 


QQ 


\T(** , R T no orr-i nl - i on 


fn^QR^V^ T*"i hn 1 1 ^— hi ^"nVin^nhi Ai - ^ pa Tbn>r vl ^ Qma 1 \ 

\UJ JJU / ) J LJJU1UOC X / *J JkJ-LOJ^'ll^JOJ^'llClU.C K^Cl 1. i^J^J S*. y J-UOC OHIO. -J — L 




OUJJLUIXL. [Uly OJ.IJ.tS IUC124J 


Qpfr Ma 


199021 


^✓OlJXXy xL) 




O IllvJoC JLOi 


JjXooXO./ UlJ itx Jax 


Seer. No. 


199022 


Contig ID 


50487 1.R1039 


5' -most EST 


LIB3189-042-P1-K1-A4 


O O « IN ^ . 


199023 


Print" -i n T n 




.J ILLvJoL. DDI 


T TFt^l CT7-n4 7-ni -Ml -7X9 

iilDJl j / U*x/ ^ X rlX .rl^. 




UJJxliJ X /V 


INL^DJ. KjX. 


gxxu / D^Kj 


Q T TV C T 1 o /-i >~ d 

d1jH.o i score 


X / O 


E value 

x_* v 


4 . Oe-12 


Match length 


94 


% identity 


43 


NCBI Description 


(X87931) SIEP1L protein [Beta vulgaris] 


Seq. No. 


199024 


Contig ID 


50498 1.R1039 


5' -most EST 


LIB3189-042-P1-K1-B4 


Method 


BLASTX 


NCBI GI 


g3395426 


BLAST score 


506 


E value 


5.0e-51 


Match length 


169 



26903 



% identity 


59 


NCBI Description 


(AC004683) unknown protein [Arabidopsis thaliana] 


Sea. No. 


199025 




50501 1 R1039 


^'-mnqf FIST 


uC-asronu33B129e03bl 


Spa No 


199026 


Pont i a TD 


50503 1 R1039 


5' -most EST 


LIB3189-042-P1-K1-C2 


Method. 


BLASTX 


NCBI GI 


g4539404 


BLAST score 


210 




1. Oe-16 


Match length 


107 




45 




(AL04 9524} nutative r>rotein FArabidoDsis thaliana! 


OC^i IN \J * 


199027 


Pont" i rr TD 


50516 1 R1039 


5' -most EST 


LIB3I89-042-P1-K1-D5 


Method 


BLASTX 


NCBI GI 


g3482967 


BLAST score 


410 


E value 


4.0e-40 


Match length 


96 


% identity 


79 


NCBI Description 


(AL031369) Protein phosphatase 2C-like protein [Arab 



thaliana] >gi | 4559345 | gb | AAD23006 . 1 1 AC006585_1 
protein phosphatase 2C [Arabidopsis thaliana] 



(AC006585) 



Seq. No. 


199028 


Contig ID 


50518 1.R1039 


5' -most EST 


LIB3189-042-P1-K1-D8 


Method 


BLASTX 


NCBI GI 


g3643611 


BLAST score 


496 


E value 


3.0e-50 


Match length 


137 


% identity 


64 


NCBI Description 


(AC005395) putative casein 


Seq. No. 


199029 


Contig ID 


50549 1.R1039 


5' -most EST 


LIB3189-047-P1-K1-D2 


Method 


BLASTX 


NCBI GI 


g3894191 


BLAST score 


277 


E value 


2.0e-24 


Match length 


122 


% identity 


45 


NCBI Description 


(AC005662) unknown protein 


Seq. No. 


199030 


Contig ID 


50564 1.R1039 


5' -most EST 


LIB3189-048-P1-K1-C10 


Method 


BLASTX 



[Arabidopsis thaliana] 



26904 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3876865 
218 

2.0e-17 

188 
30 

(Z81534) predicted using Genefinder; cDNA EST EMBL:C08177 
comes from this gene; cDNA EST EMBL:C09822 comes from this 
gene; cDNA EST yk359h8.5 comes from this gene; cDNA EST 
yk374fll.5 comes from this gene; cDNA EST yk359h8.3 co 



Seq. No. 


199031 


Contig ID 


50565 1.R1039 


5 1 -most EST 


LIB3189-048-P1-K1-C4 


Method 


BLASTX 


NCBI GI 


g!561774 


BLAST score 


361 


F, value 


4.0e-34 


Match length 


147 


% identity 


52 


NCBI Description 


(U67426) malate dehydrogenase [Vitis vinifera] 


kJ w \J . \J * 


199032 


Contia ID 


50581 1 R1039 


5' -most EST 


LIB3197-045-Q1-M1-A5 




199033 




50601 1 R1039 




T.TM1 fiQ-O^I -PI -K1 -AS 

JjXD J1U Z) UJi XT _L I\-L XlvJ 




i_> J_lx\0 X 










Hi V d_L Lit: 




M^tch lencrth 


155 


% identitv 


37 


NCBI Description 


(AC002341) unknown protein [Arabidopsis thaliana 


Seq. No. 


199034 


Contig ID 


50626 1.R1039 


5' -most EST 


LIB3189-042-P1-K1-E12 


Seq. No. 


199035 


Contig ID 


50628 1.R1039 


5' -most EST 


LIB3272-003-P1-K1-A5 


Method 


BLASTX 


NCBI GI 


g401213 


BLAST score 


215 


E value 


4.0e-17 


Match length 


77 


% identity 


62 


NCBI Description 


ANTHRANI LATE PHOSPHORIBOSYLTRANSFERASE PRECURSOR 



(M96073) phosphoribbsylanthranilate transferase 
[Arabidopsis thaliana] >gi | 445600 | prf | | 1909347A 
phosphoribosylanthranilate transferase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 



199036 

50636 1.R1039 



26905 



5 '-most EST 



LIB3197-030-Q1-M1-A3 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199037 

50675JL.R1039 

LIB3197-048-Q1-M1-C10 

BLASTX 

gl20649 

669 

2.0e-70 

140 

94 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, LIVER 
>gi| 625203 Ipir | | DEHUG3 glyceraldehyde-3-phosphate 
dehydrogenase (EC 1.2.1.12) - human >gi 1182861 (M17851) 
glyceraldehyde-3-phosphate dehydrogenase [Homo sapiens] 
>gi 1 182863 (J02642) glyceraldehyde 3~phosphate 
dehydrogenase (EC 1.2.1.12) [Homo sapiens] >gi | 182977 
(M33197) glyceraldehyde-3-phosphate dehydrogenase (EC 
1.2.1.12) [Homo sapiens] >gi 1182981 (J04038) 
glyceraldehyde-3-phosphate dehydrogenase [Homo sapiens] 
>gi|224880|prf | | 1203217A 

dehydrogenase, glyceraldehydephosphate [Homo sapiens] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199038 

50680_1.R1039 

LIB3196-052-P1-M1-A11 

BLASTX 

g2605714 

800 

2.0e-85 

201 

77 

(AF026275) beta-tonoplast intrinsic protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199039 

50683_1.R1039 

LIB3196-002-P1-M1-F6 

BLASTX 

gl346344 

1772 

0.0e+00 

358 

99 

KERATIN, TYPE II CYTOSKELETAL 6A (CYTOKERATIN 6A) (CK 6A) 
(K6A KERATIN) >gi | 2119221 | pir | | A57398 keratin type II - 
human >gi 1908779 (L42583) keratin type II [Homo sapiens] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



199040 

50683_2.R1039 

LIB3196-008-P1-M1-B3 

BLASTX 

g547753 

1339 

1.0e-148 

364 
77 



26906 



NCBI Description KERATIN, TYPE II CYTOSKELETAL 4 (CYTOKERATIN 4) (K4) (CK4 ] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199041 

50683_3.R1039 

LIB3197-021-Q1-M1-E7 

BLASTX 

g88044 

1011 

1.0e-110 

278 * 
77 

keratin 4, type II, cytoskeletal - human (fragment) 
>gi|34073|emb|CAA30534| (X07695) cytokeratin 4 (408 AA) 
[Homo sapiens] 

199042 

50683_4.R1039 

LIB3196-027-P1-M1-E4 

BLASTX 

gl25105 

1033 

1.0e-112 

340 

67 

KERATIN, TYPE II CYTOSKELETAL 5 (CYTOKERATIN 5) (K5) (CK 5) 
(58 KD CYTOKERATIN) >gi | 88051 1 pir | | A29904 keratin K5, 58K 
type II, epidermal (version 1) - human >gi 1307082 (M21389) 
keratin type II [Homo sapiens] 
>gi | 4557890 | ref | NP__000415 . 1 1 pKRT5 | keratin 

199043 

50695J..R1039 

LIB3196-043-P1-M1-A1 

BLASTX 

g2496887 

288 

1.0e-25 

119 

54 

HYPOTHETICAL 32.0 KD PROTEIN C09F5.2 IN CHROMOSOME III 
>gi 1 732538 (U22832) C09F5.2 gene product [Caenorhabditis 
elegans] 

199044 

50718_1.R1039 

LIB3197-023-Q1-M1-H2 

BLASTX 

g2493416 

170 

5.0e-12 

88 

38 

S100 CALCIUM-BINDING PROTEIN A13 >gi | 2134853 | pir | [JC5064 
calcium-binding protein S100 A13 - human 
>gi|1694828|emb|CAA68188| (X99920) S100 calcium-binding 
protein A13 (S100A13) [Homo sapiens] 



26907 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199045 

50719JL.R1039 

LIB3196-002-P1-M1-B7 

BLASTX 

g3335226 

447 

2.0e-44 

102 

24 

(AF077374) small proline-rich protein [Homo sapiens] 
199046 

50720_1.R1039 

LIB3196-024-P1-M1-G5 

BLASTX 

gl351173 

664 

6.0e-70 

134 

98 

SERYL-TRNA SYNTHETASE (SERINE — TRNA LIGASE) (SERRS) 

>gi 11050527 | emb | CAA62635I (X91257) seryl-tRNA synthetase 

[Homo sapiens] 

199047 

50722_1.R1039 

LIB3197-052-Q1-M1-E10 

BLASTX 

gll3944 

1258 

1.0e-139 

260 

53 

ANNEX IN I (LIPOCORTIN I) (CALPACTIN II) (CHROMOBINDIN 9) 
(P35) (PHOSPHOLIPASE A2 INHIBITORY PROTEIN) 
>gi|71756|pir MLUHU annexin I - human 

>gi|34388|emb|CAA29338| (X05908) lipocortin (AA 1-346) 
[Homo sapiens] >gi | 224956 | prf | | 1204261A lipocortin [Homo 
sapiens] >gi | 4502101 1 ref | NP_000691 . 1 1 pANXl | annexin I 
(lipocortin I) 

199048 

50729_1.R1039 

LIB3196-014-P1-M1-A2 

BLASTX 

gl21116 

591 

4.0e-61 

122 
34 

GELSOLIN PRECURSOR, PLASMA (ACTIN-DEPOLYMERIZING FACTOR) 
(ADF) (BREVIN) (AGEL) >gi | 7164 9 | pir | | FAHUP gelsolin 
precursor, plasma - human >gi 1 736249 | emb | CAA28000 i (X04412) 
plasma gelsolin [Homo sapiens] >gi | 225304 | prf | | 1211330A 
gelsolin [Homo sapiens] >gi | 4504165 | ref | NPJD00168 . 1 | pGSN | 
gelsolin (amyloidosis, Finnish type) 



26908 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 



199049 

50729_2.R1039 

LIB3196-030-P1-M1-D4 

BLASTX 

gl21116 

592 

2.0e-83 

165 

55 

GELSOLIN PRECURSOR, PLASMA (ACTIN-DEPOLYMERIZING FACTOR) 
(ADF) (BREVIN) (AGEL) >gi | 7 164 9 1 pir | | FAHUP gelsolin 
precursor, plasma - human >gi | 73624 9 I emb I CAA28000 | (X04412) 
plasma gelsolin [Homo sapiens] >gi | 225304 | prf | | 1211330A 
gelsolin [Homo sapiens] >gi | 4504165 | ref I NP_000168 . 1 | pGSN | 
gelsolin (amyloidosis, Finnish type) 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199050 ' : ' 

50751_1.R1039 

LIB3196-058-P1-M1-D3 

BLASTX 

g2118403 

368 

3.0e-35 

145 

50 

alpha-2-macroglobulin - human (fragment) >gi 1177872 
(M36501) alpha-2-macroglobulin [Homo sapiens] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199051 

50754JL.R1039 

LIB3196-045-P1-M1-C10 

BLASTX 

gl37479 

415 

8.0e-41 

89 
98 

VACUOLAR ATP SYNTHASE 16 KD PROTEOLIPID SUBUNIT 

>gi 1 107394 | pir | IA39367 H+-transporting ATPase (EC 3.6.1.35) 

chain PKD1 - human >gi 1189676 (M62762) vacuolar H+ ATPase 

proton channel subunit [Homo sapiens] 

>gi| 4502313 | ref | NP_001685 . 1 | pATP6C | ATPase, H+ 

transporting, lysosomal (vacuolar proton pump) 16kD 

199052 

50756_1.R1039 

LIB3196-018-P1-M1-D7 

BLASTX 

g!26719 

468 

5.0e-47 

107 

85 

T-LYMPHOCYTE MATURATION -ASSOC I AT ED PROTEIN 
>gi| 88813 Ipir | IA29472 T-cell surface glycoprotein MAL, 
splice form a - human >gi 1307157 (M15800) MAL protein [Homo 
sapiens] >gi | 435478 | emb | CAA54100 | (X76678) MAL- a [Homo 



26909 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



sapiens] >gi | 2654296 | emb | CAA53809 | (X76220) MAL [Homo 
sapiens] >gi | 4505091 1 ref | NP_002362 . 1 1 pMAL | mal, T-cell 
differentiation protein 

199053 

50790J..R1039 

LIB3196-039-P1-M1-B12 

BLASTN 

g3201999 

226 

1.0e-124 

363 

96 

Homo sapiens scaffold attachment factor A (SAF-A) mRNA, 
complete cds 

199054 

50794_1.R1039 

LIB3196-002-P1-M1-E2 

BLASTX 

g2635765 

239 

4.0e-20 

79 

61 

(Z99120) similar to NifS protein homolog [Bacillus 
subtilis] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



199055 

50799_1.R1039 

uC-gsronu33B109h09bl 

BLASTX 

gl351222 

620 

1.0e-64 

129 

93 

TRANSCRIPTION INITIATION FACTOR IIB (TFIIB) >gi | 945087 
(U31097) transcription factor TFIIB [Glycine max] 

199056 

50800J..R1039 

LIB3196-002-P1-M1-F10 

BLASTX 

g2118384 

599 

2.0e-62 

133 

89 

squamous cell carcinoma antigen 2 - human 
199057 

50807JL.R1039 

LIB3196-005-P1-M1-F9 

BLASTX 

gl!3950 

731 



26910 



E value 
Match length 
% identity 
NCBI Description 



1.0e-77 

147 

57 

ANNEX IN II (LIPOCORTIN II) (CALPACTIN I HEAVY CHAIN) 
(CHROMOBINDIN 8) (P36) (PROTEIN I) (PLACENTAL ANTICOAGULANT 
PROTEIN IV) (PAP-IV) >gi | 71761 | pir | ILUHU36 annexin II - 
human >gi | 219910 | dbj |BAA00013| (D00017) lipocortin II [Homo 
sapiens] 



Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



.R1039 

-002-P1-M1-G10 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



199058 
50809_1. 
LIB3196- 
BLASTX 
g2137308 
400 

1.0e-52 

135 
44 

G protein beta subuit like - mouse >gi | 475012 | dbj | BAA06185 | 
(D29802) G protein beta subuit like [Mus musculus] 

199059 

50818_1.R1039 

LIB3196-050-P1-M1-E11 

BLASTX 

gl754538 

470 

3.0e-47 

96 

94 

(U66894) ESX [Homo sapiens] >gi 1 1841523 (U73843) ESE-lb 
[Homo sapiens] >gi 1 2338756 (AF017307) Ets-related 
transcription factor [Homo sapiens] >gi| 2384740 (AF016295) 
Ets transcription factor [Homo sapiens] >gi 1 2459797 
(U97156) epthelial-specific ets protein [Homo sapiens] 

199060 

50824_1.R1039 

LIB3196-059-P1-M1-G1 

BLASTX 

g477138 

501 

9.0e-51 

99 

91 

carcinoma-associated antigen GA733-1 precursor - human 
>gi|31591|emb|CAA31781| (X13425) GA733-1 protein (AA 1-323) 
[Homo sapiens] 

199061 

50832_1.R1039 

LIB3196-008-P1-M1-F2 

BLASTX 

g539663 

443 

6.0e-44 
98 



26911 



% identity 

NCBI Description 



87 

PR264/SC35 protein - human >gi I 35597 | emb I CAA44307 | (X62447) 
PR 264 [Homo sapiens] >gi | 455419 | emb | CAA53383 | (X75755) 
PR264/SC35 [Homo sapiens] >gi 13335676 (AF077858) splicing 
factor SC35 [Mas musculus] >gi I 228504 Iprf I 1 1805195B 
RNA-binding protein PR264 [Homo sapiens] 



Seq. No. 


199062 


Contig ID 


50861 1.R1039 


5' -most EST 


LIB3196-007-P1-M1-C7 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


1.0e-10 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


199063 


Contig ID 


50867 1.R1039 


5' -most EST 


LIB3196-017-P1-M1-F11 


Method 


BLASTX 


NCBI GI 


gl504040 


BLAST score 


155 


E value 


4.0e-10 


Match length 


159 


% identity 


18 


NCBI Description 


(D86983) similar to D.melanogaster 




[Homo sapiens] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199064 

50870_1.R1039 

LIB3196-005-P1-M1-E6 

BLASTX 

g3746127 

539 

4.0e-55 

153 

71 

(U7 6253) E25B protein [Mus musculus] 
199065 

50872_1.R1039 

LIB3196-054-P1-M1-D1 

BLASTX 

g478818 

325 

6.0e-30 

182 

36 

strictosidine synthase - Rauvolfia mannii 
>gi 121097 | emb | CAA4 5025 | (X63431) 
[Rauvolfia mannii] 



fragment) 
strictosidine synthase 



Seq. No. 
Contig ID 
5 '-most EST 



199066 

50874JL.R1039 
LIB3196-018-P1-M1-E4 



26912 



Method 


II • 

BLASTX 


NCBI GI 


gll5502 


BLAST score 


726 


E value 


5.0e-77 


Match length 


147 


% identity 


64 


NCBI Description 


CALMODULIN-RELATED PROTEIN NB-1 {CALMODULIN 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(CLP) >gi | 71690 | pir | IMCHUNB calmodulin-related protein NB- 
- human >gi | 29650 | emb | CAA31809 I (X134 61) hGH6 
calmodulin-like protein [Homo sapiens] >gi 1189081 (M58026) 
NB-1 [Homo sapiens] 

199067 

50883_1.R1039 

LIB3196-003-P1-M1-F12 

BLASTX 

g586120 

242 

4.0e-20 

207 

34 

TRICHOHYALIN >gi | 539701 1 pir | | A45973 trichohyalin - human 
>gi 1 292836 (L09190) trichohyalin [Homo sapiens] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



R1039 

038-P1-M1-F9 



199068 
50894_1 
LIB3196 
BLASTX 
g4467804 
785 

4.0e-84 

151 

95 

(AL031678) TGM3 
PRECURSOR (EC 2 
[Homo sapiens] 



(PROTEIN-GLUTAMINE GLUTAMYL TRANSFERASE E3 
,3.2.13) (TGASE E3) (TRANSGLUTAMINASE 3).) 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



199069 

50936_1.R1039 

LIB3196-004-P1-M1-C6 

BLASTX 

g398953 

807 

2.0e-86 

162 

99 

14-3-3 PROTEIN SIGMA (STRATIFIN) (EPITHELIAL CELL MARKER 
PROTEIN 1) >gi|486666|pir||S34753 stratifin - human 
>gi|23940|emb|CAA40623| (X57348) 9112 [Homo sapiens] 
>gi 1 2702353 (AF029081) 14-3-3 sigma protein [Homo sapiens] 
>gi 1 2702355 (AF029082) 14-3-3 sigma protein [Homo sapiens] 

199070 

50939_1.R1039 
LIB3196-004-P1-M1-D1 



Seq. No. 



199071 



26913 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51013JL.R1039 

LIB3196-005-P1-M1-C9 

BLASTN 

g3451362 

238 

1.0e-131 

362 
74 

Homo sapiens clone UWGC: 370m23 . 013 from 6p21, complete 
sequence [Homo sapiens] 



Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199072 

51014JL.R1039 

uC - gs f lmaxxa 0 5 5 a 0 6b 1 

BLASTX 

g4008441 

214 

3.0e-17 

62 

63 

(AL034488) predicted using Genefinder; cDNA EST yk433c6.3 
comes from this gene; cDNA EST EMBL:D72601 comes from this 
gene; cDNA EST EMBL:D75524 comes from this gene; cDNA EST 
yk433c6.5 comes from this gene [Caenorhabditis elegans] 



Seq. No. 


199073 


Contig ID 


51021 1.R1039 


5' -most EST 


LIB3196-009-P1-M1-F12 


Method 


BLASTN 


NCBI GI 


gl83749 


BLAST score 


204 


E value 


1.0e-lll 


Match length 


519 


% identity 


95 


NCBI Description 


Human HI 9 RNA gene, complete cds 


Seq. No. 


199074 


Contig ID 


51029 1.R1039 


5 T -most EST 


LIB3196-005-P1-M1-E7 


Method 


BLASTX 


NCBI GI 


g399365 


BLAST score 


771 


E value 


3.0e-82 


Match length 


171 


% identity 


90 


NCBI Description 


ALDEHYDE DEHYDROGENASE, DIMERIC 



>P- PREFERRING (CLASS 3) 
>gi 1 178402 (M74542) aldehyde dehydrogenase type III [Homo 
sapiens] >gi | 4502035 | ref | NP_000682 . 1 i pALDH3 | aldehyde 
dehydrogenas e 



Seq. No. 
Contig ID 
5' -most EST 



199075 

51051JL.R1039 
LIB3196-005-P1-M1-G7 



Seq. No. 
Contig ID 
5 '-most EST 



199076 

51057_1.R1039 
LIB3196-005-P1-M1-H12 



26914 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl076398 

143 

6.0e-09 

38 

68 

ribosomal protein L2 - Arabidopsis thaliana 
>gi|572523|emb|CAA57902| (X82556) ribosomal protein L2 
[Arabidopsis thaliana] 



Seq. No. 


199077 


Contig ID 


51072 1.R1039 


5 '-most EST 


LIB3196-040-P1-M1-G8 


Seq. No. 


199078 


Contig ID 


51072_2.R1039 


5 1 -most EST 


uC-gsflnu33B018d07bl 


Seq. No. 


199079 


Contia ID 


51084 1.R1039 


5«-Ttiost EST 


LIB3197-008-P1-M1-E8 


Method 


BLASTX 


NCBI GI 


g4240253 


LJ r 1 k ' J. O O \*J X. w 


321 


tt value 


2. Oe-29 


Matrh lencrth 


188 


% identity 


39 


NCBI Description 


(AB020689) KIAA0882 protein [Homo sapiens] 


Seq. No. 


199080 


Contia ID 


51088 1.R1039 


5 1 -most EST 


LIB3196-006-P1-M1-C1 


Method 


BLASTX 


NCBI GI 


gl25077 


BLAST score 


556 


E value 


6.0e-57 


Match length 


153 


% identity 


76 


NCBI Description 


KERATIN, TYPE I CYTOSKELETAL 13 (CYTOKERATIN : 




13) >gi | 71526 |pir||KRHU3 keratin 13, type I, i 




long form - human >gi | 34033 | emb | CAA32786 | (XI- 




1 3 THorno ^anipnsl 


Seq. No. 


199081 


Contig ID 


51098 1.R1039 


5' -most EST 


LIB3196-024-P1-M1-E10 


Method 


BLASTN 


NCBI GI 


g3108279 


BLAST score 


66 


E value 


1.0e-28 


Match length 


180 


% identity 


85 


NCBI Description 


Gossypium barbadense clone pXP104 repetitive : 


Seq. No. 


199082 


Contig ID 


51112 1.R1039 


5 '-most EST 


LIB3196-054-P1-M1-G3 



(K13) {CK 



keratin 



DNA sequence 



26915 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



BLASTX 

glOOOOl 

758 

1.0e-80 

205 

71 

endopeptidase CI - kidney bean >gi 1 1345573 | emb | CAA4 0073 | 
(X56753) endopeptidase (EP-C1) [Phaseolus vulgaris] 

199083 

51117_1.R1039 

LIB3196-036-P1-M1-G8 

BLASTX 

g479532 

469 

4.0e-47 

96 

99 

GTP-binding regulatory protein Gs alpha chain - human 
>gi | 1335091 | emb | CAA39484 | (X56009) alpha subunit of GsGTP 
binding protein [Homo sapiens] 

199084 

51126_1.R1039 

LIB3196-047-P1-M1-F5 

BLASTX 

gll3339 

779 

2.0e-83 

155 

95 

ADENOSINE DEAMINASE (ADENOSINE AMINOHYDROLASE) 
>gi|67782|pir| IDUHUA adenosine deaminase (EC 3.5.4.4) - 
human >gi | 28380 | emb | CAA2 6734 | (X02994) adenosine deaminase 

[Homo sapiens] >gi 1178077 (M13792) adenosine deaminase 

[Homo sapiens] 

199085 

51128_1.R1039 

LIB3196-006-P1-M1-F9 

BLASTN 

g2924257 

72 

3.0e-32 

138 

92 

Tobacco chloroplast genome DNA 
199086 

51141J..R1039 
LIB3196-006-P1-M1-H6 



Seq. No. 
Contig ID 
5* -most EST 



199087 

51162J..R1039 
LIB3272-011-P1-K1-H9 



Seq. No. 



199088 



26916 



II 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



51163JL.R1039 

g5049474 

BLASTX 

gl653702 

523 

3.0e-53 

162 
63 

(D90915) dihydrolipoamide acetyltransf erase component (E2) 
of pyruvate dehydrogenase complex [Synechocystis sp.] 

199089 

51173_1.R1039 

LIB3196-030-P1-M1-G5 

BLASTX 

gl36479 

502 

5.0e-51 

99 
99 

TRANSLAT IONALLY CONTROLLED TUMOR PROTEIN (TCTP) (P23) 
>gi|88948 |pir||S06590 IgE-dependent histamine-releasing 
factor - human >gi | 37496 | emb | CAA34200 | (X16064) tumor 
protein (AA 1 - 172) [Homo sapiens] 
>gi|4507669|ref | NP_003286 . 1 [ pTPTl | tumor protein, 
translationally-controlled 

199090 

51185JL.R1039 

uC-gsflnu33B008h08bl 

BLASTX 

g3688598 

619 

1.0e-64 

141 

78 

(AB009029) Cycloartenol Synthase [Panax ginseng] 
199091 

51188JL.R1039 

LIB3196-059-P1-M1-H4 

BLASTX 

gl33041 

763 

2.0e-81 

153 

97 

60S ACIDIC RIBOSOMAL PROTEIN P0 (L10E) 

>gi| 71137 |pir | IR5HUP0 acidic ribosomal protein P0 - human 
>gi | 190232 (M17885) acidic ribosomal phosphoprotein (P0) 
[Homo sapiens] >gi 1 2935618 | gb | AAC05176 1 (AC004263) 60S 
ACIDIC RIBOSOMAL PROTEIN; match to P05388 (PID: gl33041 ) 
[Homo sapiens] >gi | 4506667 | ref | NP_000993 . 1 1 pRPLPO | 
ribosomal protein, large, P0 

199092 

51193 1.R1039 
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o 



R 1 _mr\c; -j- TTQ'T 
O IUOoL £«Ol 


T.TR?1 Qfi-0fi4— Pi -Ml -Rfi 

±J-LJ30J-_?U UO*i IT X L V JX DO 




RT.A^TY 


NCBI GI 


g224877 


BLAST score 


502 


Hj value 


c Ho- R 1 
o • ue o x 


TUT ^ 4** /™i r's t /"T 4"* r^i 

i v ia.T_cn lengcn 


y y 


% identity 


jo 


NCBI Description 


deaminase a f adenosine [norno s 


beq. wo. 


xy yu yo 


oontiig iu 


oxxyy i.Kiuoy 


0 IuOS L 1 


T Tn^l f! fl7 — Dl —Ml — TT7 
XiXno X yOU U / rl LU Ej / 


Method. 


DlxrtjD UN 


NCBI GI 


g3603252 


BLAST score 


234 


E value 


x • x^ y 


Kit :a 4" Vi I dT*i /"t4t V\ 
l v ia.tdl icily 


^77 

Off 


-s identity 


yu 


iNL.Di uescripnon 


Homo sapiens keratin 13 gene f 


beq. jno. 


xy yuy ^ 


uonuig iu 


DXZUZ X.KXUoy 


O IUOSL. rjb J. 


T TR*3 1 ~Qfc — 007 — PI —Ml — TT1 

XiXooxyo uu / ri i v ji r x 


lxietnoo 


RT flQTV 




y ^ / joijj. 


BLAST score 


215 


E value 


3.0e-17 


Match length 


oZ 


% identity 


jU 


NCBI Description 


tArUzxyJo) myronic aysrropny 




kinase [Rattus norvegicus] 


Seq. No. 


lyyUyo 


Contig ID 


51212 l.Rluoy 


C 1 -m^e-«+- DOT 1 


XjXoJXy 0 U04~r X~IXtX~i3CS 


1X1 C unoci 


RT aQTY 




a1 1 7nOQ7 
y j. x / _7 f 


BLAST score 


579 


E value 


1.0e-59 


Match length 


120 


% identity 


89 


NCBI Description 


GLUTATHIONE S-TRANSFERASE MU 



5 (GSTM5-5) (CLASS-MU) 
>gi|423000|pir| IA46048 glutathione transferase (EC 
2.5.1.18) class mu, GSTM5 - human >gi|468260 (L02321) 
glutathione S-transferase GSTM5-5 [Homo sapiens] 
>gi | 4504181 1 ref | NP_000842 . 1 1 pGSTMS | glutathione 
S-transferase M5 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



199096 

51218J..R1039 

LIB3196-007-P1-M1-G6 

BLASTX 

g461776 

309 

3.0e-28 

53 

98 
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NCBI Description 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CORNIFIN (SMALL PROLINE-RICH PROTEIN I) (SPR-I) (SMALL 
PROLINE-RICH SQUAMOUS CELL MARKER) >gi | 251369 | bbs | 108679 
(S40060) sprl=small proline rich squamous cell marker 
[Rhesus monkeys, tracheobronchial epithelium, Peptide, 89 
aa] [Rhesus monkeys] >gi 1342297 (M83999) small proline-rich 
protein [Macaca mulatta] 

199097 

51222 JL.R1039 

LIB3196-007-P1-M1-H11 

BLASTN 

g4406655 

365 

0.0e+00 

409 

97 

Homo sapiens clone 25077 mRNA sequence, complete cds 
199098 

51225_1.R1039 

uC-gsronu33B104e04bl 

BLASTX 

g2160694 

537 

8.0e-55 

138 

72 

(U73528) B' regulatory subunit of PP2A [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199099 

51243JL.R1039 

LIB3196-028-P1-M1-D3 

BLASTX 

gl944407 

205 

3.0e-16 

45 

82 

(D86988) KIAA0221 [Homo sapiens] 
199100 

51247_1.R1039 

LIB3196-008-P1-M1-B8 

BLASTX 

g4539005 

237 

6.0e-20 

122 

41 

(AL04 9481) putative oxidoreductase 



[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



199101 

51252_1.R1039 
LIB3196-04 9-P1-M1-E2 
BLASTX 
g484102 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



226 

2.0e-18 

82 

55 

(U02082) guanine nucleotide regulatory protein [Homo 
sapiens] >gi 13041860 (AC004534) guanine nucleotide 
regulatory protein [Homo sapiens] 

199102 

51257_1.R1039 
LIB3196-025-P1-M1-C12 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199103 

51258_1.R1039 
uC-gsronu33B011f09bl 

199104 

51301_1.R1039 

LIB3196-008-P1-M1-H10 

BLASTX 

g3292827 

297 

1.0e-26 

102 

65 

(AL031018) putative protein [Arabidopsis thaliana] 
199105 

51324_1.R1039 

LIB3196-059-P1-M1-F3 

BLASTX 

g2829461 

304 

2.0e-27 

80 

74 

METHIONYL-TRNA SYNTHETASE (METHIONINE — TRNA LIGASE) . (METRS) 
>gi|2135628 |pir| IJC5224 methionine — tRNA ligase (EC 
6,1. 1.10) - human >gi [ 1702932 | emb | CAA64381 | (X94754) yeast 
methionyl-tRNA synthetase homolog [Homo sapiens] 

199106 

51328_1.R1039 
LIB3197-022-Q1-M1-B10 

199107 

51336_1.R1039 

LIB3196-009-P1-M1-C5 

BLASTX 

g3845568 

334 

5.0e-31 

141 
50 

(AB012042) keratin 6 beta [Mus musculus] 



Seq. No. 



199108 
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Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51347_1.R1039 

g5048959 

BLASTX 

g3334128 

197 

7.0e-15 

88 
52 

BIOTIN CARBOXYL CARRIER PROTEIN OF ACETYL-COA CARBOXYLASE 
PRECURSOR (BCCP) >gi 11066348 (U23155) acetyl-CoA 
carboxylase biotin-containing subunit [Arabidopsis 
thaliana] 



beq* no. 


1 QQ1 HQ 




uonrxg xu 






5' -most EST 


LIB3196-009-P1-M1-E10 




Method 


BLASTX 




NCBI GI 


g3319958 




BLAST score 


575 




E value 


2.0e-59 




Match length 


115 




% identity 


11 




NCBI Description 


(AJ228139) VAKTI precursor [Homo 


sapiens] 


Seq. No, 


199110 




Contig ID 


51363 1.R1039 




5 -most EST 


LIB3196-009-P1-M1-F1 




Method 


BLASTN 




NCBI GI 


g3319957 




BLAST score 


337 




E value 


0.0e+00 




Match length 


377 




% identity 


97 




NCBI Description 


Homo sapiens mRNA for VAKTI precursor 


Seq. No. 


199111 




Contig ID 


51393 1.R1039 




o most to± 


LIB3196-009-P1-M1-H6 




Method 


BLASTX 




NCBI GI 


g82228 




BLAST score 


295 




E value 


2.0e-26 




Match length 


72 




% identity 


85 




NCBI Description 


hypothetical protein 77 - common 


tobacco chloroplast 




>gi I 225199 |prf| 1 1211235AD ORF 77 


[Nicotiana tabacusa] 


Seq. No. 


199112 




Contig ID 


51399 1.R1039 




5 f -most EST 


LIB3196-034-P1-M1-B5 




Method 


BLASTX 




NCBI GI 


gl352450 




BLAST score 


561 




E value 


6.0e-58 




Match length 


112 




% identity 


100 





NCBI Description INTERLEUKIN- 1 ALPHA PRECURSOR (IL-1 ALPHA) 



26921 



Seq. No, 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



(HEMATOPOIETIN-1) >gi| 644806 (U19844) interleukin-1 alpha 
[Macaca mulatta] 



199113 
51401JL 
LIB3197 
BLASTX 
g2982303 
1240 

1.0e-137 

267 

87 

(AF051236) 



R1039 

004-P1-M1-A2 



hypothetical protein [Picea mariana] 



199114 

51417JL.R1039 
LIB3196-010-P1-M1-C9 



Seq. No. 

Contig ID 

5' -mo st EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199115 

51440_1.R1039 

LIB3196-021-P1-M1-H5 

BLASTX 

gl36452 

538 

7.0e-55 

149 

68 

STEM-SPECIFIC PROTEIN TSJT1 >gi | 10038 3 | pir | | S13551 
stem-specific protein - common tobacco 

>gi 1 20037 | emb | CAA36525 | (X52283) stem specific, weakly 
expressed in other organs [Nicotiana tabacum] 

199116 

51449JL.R1039 

uC- gs f lmaxxa 0 9 1 h 0 lb 1 

BLASTX 

g2191175 

293 

3.0e-26 

164 

55 

(AF007270) A_IG002P16.24 gene product [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 



199117 

51455_1.R1039 

LIB3196-033-P1-M1-F1 

BLASTX 

g2739008 

647 

1.0e-67 

178 

73 

(AF022463) CYP78A3p [Glycine max] 
199118 

51466 1.R1039 
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II 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3196-036-P1-M1-C10 

BLASTX 

gl28378 

274 

4.0e-24 

91 

56 

NONSPECIFIC LIPID-TRANSFER PROTEIN A (NS-LTP A) 
(PHOSPHOLIPID TRANSFER PROTEIN) (PLTP) 

>gi I 82031 |pir | | S07142 nonspecific lipid transfer protein 
castor bean >gi | 224909 Iprf | 1 1204170A protein, nonspecific 
lipid transfer [Ricinus communis] 



beq. No. 


1 QQ1 1 Q 

xyyiiy 


Lomig iJJ 




O IUOSL. HjOI 


T TR^I^- fl41 —PI — M1 -R9 
lilDJl^O U4 1 rj. 1*11 DZ 


Method 


BLASTX 


NCBI GI 


g2459421 


BLAST score 


A R O 


E value 


-;4 . ue— 4 D 


Match length 


lib 


$ identity 


oy 


NCBI Description 


\1\\^\juZjo/. ) putative Cdiciuiii Dinainy iv 




[Arabidopsis thaliana] 


beg. no. 


1 QQ1 on 

iy yiiU 


uontig iu 


4 a r 1 di n^Q 
D1400 i.Kiujy 


R 1 — mocit- TTQT 
O IUOSL. £>Ol 


T TR^1 Qfi-H1 1 -PI —Ml — 
IiIdjIjO U 11 rl l v Jl%j 


Method 


BLASTX 


NCBI GI 


g4104060 


BLAST score 


300 


E value 


6.0e-27 


Match length 


167 


% identity 


30 


NCBI Description 


(AF031231) S222 [Triticum aestivum] 


Seq. No. 


199121 


Contig ID 


51496 1.R1039 


5' -most EST 


LIB3196-04 9-P1-M1-B3 


Method 


BLASTX 


NCBI GI 


g476850 


BLAST score 


712 


E value 


1.0e-75 


Match length 


157 


% identity 


90 


NCBI Description 


heat shock cognate protein 70 - mouse 



heat shock protein 70 cognate [Mus musculus] 
>gi|1661134|gb|AAB18391.1| (U73744) heat shock 70 protein 
[Mus musculus] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



199122 

51504JL.R1039 

LIB3196-057-P1-M1-D5 

BLASTX 

g996057 

751 

6.0e-80 
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o 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



148 
97 

(X90872) associated to Golgi apparatus [Homo sapiens] 
199123 

51505J..R1039 

LIB3196-011-P1-M1-E7 

BLASTN 

g662993 

324 

0.0e+00 

383 

97 

H. sapiens mRNA encoding GPI-anchored protein pl37 
199124 

51512JL.R1039 

LIB3196-011-P1-M1-F4 

BLASTX 

g3287489 

626 

2.0e-65 

125 

99 

(AF028832) Hsp89-alpha-delta-N [Homo sapiens] 
199125 

51518_1.R1039 

LIB3196-050-P1-M1-B3 

BLASTX 

g4204277 

522 

3.0e-53 

110 

81 

(AC004146) Hypothetical protein [Arabidopsis thaliana] 
199126 

51525JL.R1039 
LIB3196-011-P1-M1-G7 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



199127 

51530JL.R1039 

LIB3196-011-P1-M1-H11 

BLASTX 

g2493130 

702 

2.0e-74 

139 

99 

VACUOLAR ATP SYNTHASE SUBUNIT B ISOFORM 2 (V-ATPASE B 
SUBUNIT) >gi 1 459200 (U07053) vacuolar HH — ATPase subunit B 
[Gossypium hirsutum] 

199128 

51591JL.R1039 
LIB3196-012-P1-M1-H6 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g477138 

315 

5.0e-43 

104 

92 

carcinoma-associated antigen GA733-1 precursor - human 
>gi|31591|emb|CAA31781| (X13425) GA733-1 protein (AA 1-323) 
[Homo sapiens] 



o e cj . in o • 


1 QQIOQ 
X J .? -LZ. .7 




M ^ Q9 1 R1 O^Q 


5' -most EST 


LIB3196-052-P1-M1-G11 


Method 


BLASTX 






Diiiioi. score 


^ f± ft 


E value 


z . ue-zu 


Match length 


±jy 


% identity 


a n 

ft u 


NCBI Description 


(uyz/uu; 10 . o Kua oieosm l 


beq. no. 


1 QQ1 "3n 


uonrig iu 


c;i £A9 i pi pi^q 


5 '-most EST 


g3326594 


Seq. No. 


1 QQ1 *3 1 

±y y i ji 


contig iu 


OlObl i.Kiu^y 


o -most EST 


LIBoiyb-U Jz-Pl-JXll-Flz 


beg. no. 


1 QQ1 "39 

±y y x 


Contig ID 


0ioo4 l.KlUJy 


5 -most EST 


T TD01 fi/" A Vt O T>1 1\jM TP "3 

LIBolyo-U4 J-Pl-MI-Fo 


Method 


DT 7\ OTM 

olo/iblN 


NUrsl (jl 


Q 1 C\QO A R 

goiuoZfio 


BLAST score 


156 


E value 


3.0e-82 


Match length 


ziy 


% identity 


yo 


NCBI Description 


Gossypium barbadense clone 


Seq. No. 


lyyloo 


Contig ID 


51694 1.R1039 


5' -most EST 


LIB3196-059-P1-M1-H8 


Method 


BLASTX 


NCBI GI 


g3861068 


BLAST score 


176 


E value 


1.0e-12 


Match length 


60 


% identity 


50 


NCBI Description 


(AJ235272) unknown [Rickett 


Seq. No. 


199134 


Contig ID 


51701 1.R1039 


5 '-most EST 


LIB3196-014-P1-M1-C3 


Method 


BLASTX 


NCBI GI 


gl806146 


BLAST score 


538 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 



3.0e-55 

115 

93 

(X97317) cdc2MsF [Medicago sativa] 
199135 

51711JL.R1039 
LIB3196-014-P1-M1-D8 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199136 

51715_1.R1039 

LIB3196-014-P1-M1-E11 

BLASTX 

gll70508 

209 

8.0e-17 

43 

91 

EUKARYOTIC INITIATION FACTOR 4A-8 (EIF-4A-8) 
>gi | 2119931|pir | | S60244 translation initiation factor 
eIF-4A.8, anther-specific - common tobacco 
>gi|475219|emb|CAA55639| (X79004) translation initiation 
factor (eIF-4A) [Nicotiana tabacum] 

>gi|475221|embiCAA55640| (X79005) translation initiation 
factor (eIF-4A) [Nicotiana tabacum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199137 

51730_1.R1039 

LIB3196-014-P1-M1-F9 

BLASTX 

g2497938 

661 

1.0e-69 

131 

97 

AQUAPORIN 3 >gi i 1854374 | dbj | BAA1 9237 | 
3 [Homo sapiens] 



(AB001325 ) aquaporin 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199138 

51739_1.R1039 

LIB3196-035-P1-M1-A2 

BLASTN 

gl854373 

339 

0.0e+00 

391 

97 

Human AQP3 gene for aquaporine 3 
cds 



(water channel), partail 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



199139 

51750_1.R1039 

LIB3196-020-P1-M1-G11 

BLASTX 

gl778143 

430 

2.0e-75 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174 
84 

(U66401) phosphate/phosphoenolpyruvate translocator 
precursor [Nicotiana tabacum] 

199140 

51762JL.R1039 

LIB3196-015-P1-M1-B10 

BLASTN 

gl778142 

100 

8.0e-49 

414 

83 

Nicotiana tabacum plastid phosphate/phosphoenolpyruvate 
translocator precursor (TABPPT8) mRNA, complete cds 

199141 

51768JL.R1039 

LIB3196-015-P1-M1-B5 

BLASTX 

g3643595 

304 

9.0e-28 

110 

54 

(AC005395) putative oleosin protein [Arabidopsis thaliana] 
199142 

51776_1.R1039 
g3325795 

199143 

51777JL.R1039 

LIB3196-057-P1-M1-B5 

BLASTN 

g3319957 

390 

0.0e+00 

488 

81 

Homo sapiens mRNA for VAKTI precursor 
199144 

51778_1.R1039 

LIB3196-029-P1-M1-E8 

BLASTX 

gl304668 

494 

5.0e-50 

96 

96 

(U42376) RIG-E precursor [Homo sapiens] >gi 1 1465747 
(U56145) thymic shared antigen-l/stem cell antigen-2 [Homo 
sapiens] >gi 11519440 (U66711) 9804 [Homo sapiens] 
>gi|4454267|emb|CAA92321| (Z68179) retinoic acid induced 
gene E [Homo sapiens] >gi | 4505049 | ref | NP_002337 . 1 | pLY6E | 
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lymphocyte antigen 6 complex, locus E 



Seq. No. 


1 QQ1 A K 

iyyi4o 


ooncig ID 


j1 / o / l.r\lU,}:7 


0 -most ESI 


uC-gsronuooBUiycuoDi 


beq. NO. 


iy y 14 O 


oontig id 


ci too 1 DimQ 

01 / oo J. . Kiioy 


5' -most EST 


LIB3196-034-P1-M1-H2 


Method 


BLASTX 




guy yozo 


nLiAbi score 


000 


E value 


2.0e-58 


Match length 


131 


% identity 




AT "1" a t -1— n /-v 

NLrsi uescription 


^U4ioo^j i v inL ciass 1 antigen i v iamu t\ u / [iYiacaca 


beq. No. 


iyyi4 / 


contig lu 


di / yj i . Kiu jy 


c 1 — _ +_ "corn 

0 —most hbi 


T TD01 fl^T A1 C Til Ml pi O 

Llboiyb-UlO-Pl— Ml-bl^. 


Seq. No. 


-1 QQ1 AO 

iy y 14 o 


uontig id 


ci one i ni noQ 
jIoUj l.KlUoy 


0 —most Lb i 


«cn/n/o 
gou4 / / 4o 


Method 


oLAblA 


NCBI GI 


g2842494 


BLAST score 


588 


E value 


8 . Oe-61 


Match length 


ICO 

lo^ 


% identity 


74 


NCBI Description 


(AL021749) prohibitin-like protein [Arabidopsi 




>gi|4uy/Doo tuoooyij pronioitm 1 L^^sJoiaopsis 




>gi 14097694 (U66594) prohibitm 1 [Arabidopsis 


Seq. No. 


iyyi4 y 


Luniig id 


£.1 Q91 1 D1 n^Q 
OlOZl l.Klujy 


5' -most EST 


LIB3196-015-P1-M1-G9 


Method 


BLASTX 


NCBI GI 


gl33841 


BLAST score 


364 


E value 


1.0e-34 


Match length 


82 


% identity 


89 



NCBI Description 



CHLOROPLAST 30S RIB0S0MAL PROTEIN S18 >gi | 71016 | pir || R3NT18 
ribosomal protein S18 - common tobacco chloroplast 
>gi|11851|emb[CAA77371[ (Z00044) ribosomal protein S18 
[Nicotiana tabacum] >gi | 225220 | prf | | 1211235BB ribosomal 
protein S18 [Nicotiana tabacum] 



Seq, No. 
Contig ID 
5' -mo st EST 



199150 

51845_2.R1039 
LIB3196-016-P1-M1-B1 



Seq. No. 
Contig ID 
5' -most EST 
Method 



199151 

51854_1.R1039 
uC-gsronu33B061f01bl 
BLASTX ' 
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CI 







BLAST score 


263 


E value 


6.0e-23 


Lid LUil XClly Lll 




o j.UCUL.1 


0 0 




\rxO \J\J Z? I O / } tJUJvalyULlL- LI ctllD la L X<J11 J. 11 J. UXd LIUii iaL/ LUI 1 




V UXyclX Xb j 


Qorr Ma 


1 QQ1 


f^ 1 Art +- -5 TFI 
L/OilL-Ly 1U 


ci pep 1 pi n*3Q 






Method 


BLASTX 


NCBI GI 


gl001355 


BLAST score 


297 


Hj v clx Lit; 


Dp-97 


LYiaT-cn 1engt.11 


1 H£ 


t> laenuiiy 


0 / 


Vf/"" TD T 0 a -v* n t"\+- -? Art 

iNOJDj. jjescnpLion 


lUDyuuoj auxm lnQuccQ protein Loynecnocysuis sp.j 


C a a* KT a 

beg. NO. 


iyy 100 


^-Olll-Xy xu 




J IUUO L, £iOi 


T.TR31^fi-n9Q— Pi -Ml -HQ 


i. ic L ll^JU. 


Diinij -L xi. 


ktpdt r:T 

LN^-DX ul 




BLAST score 


179 


E value 


* 4.0e-13 


i v iai.cn xengun 


1 m 
xux 


Q* t ^1 T^i +* t »f 

■s laeuLiLy 


AO 


JNUoi Description 


(jiihiUbiJN lo. § i\u >gx|io/ooi (LiUuyo4; 10. 4 kuh oieosin 




[Gossypium hirsutuiti] 


oeq • JNO • 


1 QQ1 C A 

iy y xo4 


C* at*i 4~ A r*t T T\ 
L^OHLig 1U 


ci oil T pi n^Q 
3XO/X 1 . KIUj? 




t TR^I Q^^-DI 6-P1 -M1 -ni 9 

JjIDJI^U UXO ItX L v 1X JJ1Z. 


Mp+"hnH 

iiC L-1IVJU 




NCBI GI 


g3094014 


BLAST score 


153 


Hi ValUc 


7 Do— 1 n 
/ . ue xu 




*i X 


% identity 


/o 


iNUci uescripuion 


lAruoUoDZ; unknown Lriomo sapiens j 


0 a a Ma 

oeq. JNO . 


1 QQ1 CC 

xy yxoo 


Lontiy xu 


ci 007 -I pi H^Q 


C, 1 .rn^qf POT 1 


T.TR"31 Q^fi-OI fi-PI -Ml -nS 


Method 


BLASTX 


NCBI GI 


gl350762 


BLAST score 


389 


E value 


1.0e-37 


Match length 


96 


% identity 


77 



NCBI Description 60S RIBOSOMAL PROTEIN L6 (TAX-RESPONSIVE ENHANCER ELEMENT 
BINDING PROTEIN 107) (TAXREB107) ( NEOPLASM- RELATED PROTEIN 
C140) >gi | 2136251 |pir M 151803 TAXREB107 - human 
>gi|433416|dbj |BAA04491| (D17554) TAXREB107 [Homo sapiens] 

Seq. No. 199156 
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Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51896JL.R1039 
uC-gsflnu33B018c04bl 

199157 

51913_1.R1039 
LIB3196-017-P1-M1-F12 

199158 

51929_1.R1039 

LIB3196-027-P1-M1-A4 

BLASTX 

g547299 

550 

1.0e-56 

99 
100 

beta 2-microglobulin f beta 2-M [Papio hamadryas=baboons, 
26CB-1, Peptide, 99 aa] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



199159 

51972_1.R1039 

LIB3196-032-P1-M1-E9 

BLASTX 

g2833280 

701 

3.0e-74 

142 

93 

NADH-UBIQUINONE OXIDOREDUCTASE 39 KD SUBUNIT PRECURSOR 
(COMPLEX I-39KD) (CI-39KD) 

199160 

51977_1.R1039 

LIB3272-055-P1-K1-B7 

BLASTX 

g3413706 

255 

4.0e-36 

122 

64 

(AC004747) hypothetical protein [Arabidopsis thaliana] 
199161 

51981_1.R1039 
LIB3196-017-P1-M1-F7 



Seq. No. 
Contig ID 
5 '-most EST 



199162 

51982_1.R1039 
LIB3196-017-P1-M1-F8 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



199163 

51986_1.R1039 
uC-gsflnu33B108hl0bl 

199164 

51989JL.R1039 
LIB3197-031-Q1-M1-C4 
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Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199165 

51994J..R1039 

LIB3197-033-Q1-M1-G1 

BLASTX 

gll7501 

624 

3.0e-65 

115 

100 

CALRETICULIN PRECURSOR (CRP55) (CALREGULIN) (HACBP) (ERP60) 
(52 KD RIBONUCLEOPROTEIN AUTOANTIGEN RO/SS-A) 

>gi|87015|pir| IA37047 calreticulin precursor - human 

>gi | 179882 (M84739) calreticulin [Homo sapiens] >gi 1337487 
(M32294) Ro ribonucleoprotein autoantigen (Ro/SS-A) 

precursor [Homo sapiens] >gi 11905911 (AD000092) 

calreticulin [Homo sapiens] 



oeg. jno . 


1 QQ1 66 


f^" ,<-> y-i -f- n TH 

^onuxg ±u 




d — mosr tiOi 


JjlDOiyb— u± / — r 1—1X11 n± 


Method 


OTA O f^V 




gzz^zy o 


BLAST score 


O ID 


E value 


o . ue— o b 


jyiaucn ±engi.n 


/ O 


i> identity 


i no 

1UU 


NCBI Description 


histone H4 [Triticum 


Seq. No. 


199167 


LOntlg ID 






LiXrioZ UZU ri J\l b*l 


Method 




NCBI GI 


g3096931 


BLAST score 


180 


E value 


3.0e-13 


Match length 


62 


% identity 


55 


NCBI Description 


(AL023094) putative 




thaliana] 


Seq. No. 


199168 


Contig ID 


52012 1.R1039 


5 '-most EST 


LIB3196-018-P1-M1-A6 


Method 


BLASTX 


NCBI GI 


g2244754 


BLAST score 


505 


E value 


3.0e-51 


Match length 


111 


% identity 


80 


NCBI Description 


(Z97335) heat shock 




[Arabidopsis thalian 


Seq. No. 


199169 


Contig ID 


52019 1.R1039 


5' -mo st EST 


g3326137 


Method 


BLASTX 
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II 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2224931 
162 

1.0e-16 

98 

63 

(AF004215) ethylene-insensitive3-like3 [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



199170 

52060_1.R1039 
uC-gsflnu33B061a08bl 



Seq. No. 

Contig ID 
5 '-most EST 



199171 

52090_1.R1039 
LIB3196-019-P1-M1-A5 



Seq. No. 
Contig ID 
5 '-most EST 



199172 

52118_1.R1039 
LIB3196-059-P1-M1-A4 



Seq. No. 
Contig ID 
5 '-most EST 



199173 

52121_1.R1039 
LIB3196-019-P1-M1-D6 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199174 

52157_1.R1039 

LIB3196-019-P1-M1-G6 

BLASTX 

g2760839 

162 

3.0e-20 

120 

40 

(AC003105) putative receptor kinase 



[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



199175 

52171_1.R1039 
uC-gsflnu33B089blObl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199176 

52175JL.R1039 

g3326432 

BLASTN 

g3241925 

52 

4.0e-20 

289 

87 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MOK9, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



199177 

52175_2.R1039 

LIB3196-036-P1-M1-C3 

BLASTX 

g4176522 

255 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 
Contig ID 
5' -most EST 



1.0e-21 

224 
28 

(AL035263) 



hypothetical protein [Schizosaccharomyces pombe] 



199178 

52183JL.R1039 

LIB3196-044-P1-M1-F12 

BLASTX 

gll6850 

719 

3.0e-76 

154 

93 

COFILIN, NON-MUSCLE ISOFORM >gi | 89176 | pir | | A29240 cofilin - 
pig >gi | 164425 (M20866) cofilin [Sus scrofa] 

199179 

52189_1.R1039 

LIB3196-020-P1-M1-B8 

BLASTX 

g!25887 

271 

6.0e-24 

119 

50 

ANTHER SPECIFIC LAT52 PROTEIN PRECURSOR 
>gi|82092|pir||S04765 LAT52 protein precursor - tomato 
>gi|295812Iemb|CAA33854| (X15855) LAT52 [Lycopersicon 
esculentum] 

199180 

52205_1.R1039 

g5048914 

BLASTX 

g2911047 

407 

1.0e-39 

113 

71 

(AL021961) putative protein [Arabidopsis thaliana] 



199181 

52283JLR1039 

LIB3197-039-Q1-M1-H9 

BLASTX 

g207374 

286 

1.0e-25 

87 

69 

(M15202) tropomyosin T 



class lb beta-1 [Rattus norvegicus] 



199182 

52285_1.R1039 
LIB3196-057-P1-M1-E10 
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Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199183 

52338_1.R1039 

LIB3196-021-P1-M1-H7 

BLASTX 

gl26041 

418 

2.0e-41 

87 
98 

L-LACTATE DEHYDROGENASE H CHAIN (LDH-B) 

>gi | 1070432 | pir | | DEHULH L-lactate dehydrogenase (EC 

1.1.1.27) chain H - human >gi i 34329 | emb | CAA68701 | (Y00711) 

lactate dehydrogenase B (AA 1 - 334) [Homo sapiens] 

>gi| 1200083|emb|CAA32033| (X13794) lactate dehydrogenase B 

[Homo sapiens] >gi | 4557032 | ref | NP_002291 . 1 1 pLDHB | lactate 

dehydrogenase B 



Seq. No. 
Contig ID 
5 '-most EST 



199184 

52350_1.R1039 
LIB3196-052-P1-M1-E11 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



199185 

52351_1.R1039 

LIB3196-022-P1-M1-A8 

BLASTX 

g4467804 

504 

4.0e-51 

117 
85 

(AL031678) TGM3 
PRECURSOR (EC 2 
[Homo sapiens] 



(PROTEIN-GLUTAMINE GLUTAMYLTRANSFERASE E3 
3.2.13) (TGASE E3) (TRANSGLUTAMINASE 3).) 



199186 

52359_1.R1039 

LIB3197-022-Q1-M1-A7 

BLASTX 

g4539327 

900 

3.0e-97 

232 

76 

(AL035679) putative proton pump [Arabidopsis thaliana] 
199187 

52429JL.R1039 
LIB3196-057-P1-M1-G12 



Seq. No. 

Contig ID 
5 '-most EST 



199188 

52435_1.R1039 
LIB3196-058-P1-M1-F11 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



199189 

52445JL. R1039 

LIB3196-023-P1-M1-B6 

BLASTN 
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1NOOX V7X 


al78868 


BLAST score 


242 


E value 


1.0e-134 


IMClUOll xeiiyuii 


337 


^ iu.eriT-iL.y 


Q3 


lnL/DX uescription 


Unman arm "ho nha<!o o or*i im am\/1 ni H A "nT*r)1~cii n f^AA9 9^ rrf^rtP 




caUUo X LllXUUyil 4 






r*r\r»+- -i rr T Pi 
UOIlL-ly XJJ 


R94 1 R1 niQ 




LIB3196-023-P1-M1-C4 




BLASTX 


NCBI GI 


g2654435 


BLAST score 


553 


Hi Vdl LLC 


1 . Oe-79 


Ma +" r*n 1 on rr\~ n 


165 


o J. U. till L- J. uy 


83 


vi\^D± UcSCliptlOu 


/TT^QT Q "7 ^ flvfrafal 1 nl ar maf y-i v - rir , ri , l"Oi ~n "1 f Hmnn cam an q 1 
^UuOlO / } CALIaUC-LXUldl ll.la.LXXA. pj.UL.CXll X |_ hwiliu oapiciioj 


oeq. vio . 


1 QQ1 Q1 
x -? x y x 


L-ontiy xu 


^946Q 1 R103Q 




iif , -frs"ronn33Rl 9 9a04hl 

u.v_/ yoxuiiuj JDXt. y iux 


L v lc L.11UU. 


OXiriO 1A 


NCBI GI 


g4006893 


BLAST score 


619 


Hi ValUc 


9 fio— fl 7 
Z ■ Uc 0 / 


Match, length 


9fi £ 
ZU 0 


% identity 


/ O 


"NT C** "D "T i-s y» -v* -i -t n 

iNutJi uescription 


aiuinopep Lxciase nice piotciii ["^^-^-^^opoXib nia.xxa.iia.. 


oeq. ino . 


1 QQ1 Q9 


+- * _ T "pi 

uonuig ID 






T TR11 Q^ — 091 — PI —Ml — PiQ 

Xj X iJ J X U U£J IT X I v l X U _7 


l v it5 UllUU 


XJXxriO 1A 


LN^-DJ. VjX 


yj?4i /zu 




931 
i ox 


E value 


5.0e-19 


Match length 


71 


% identity 


63 


NCBI Description 


(AF087021) tyrosyl-tRNA synthetase; tyrosine — tRNA ligase 




[Bos taurus] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199193 

52476JL.R1039 

LIB3196-047-P1-M1-B10 

BLASTX 

g266344 

619 

1.0e-64 

135 
90 

LEUKOCYTE ELASTASE INHIBITOR (LEI) (MONOCYTE/NEUTROPHIL 
ELASTASE INHIBITOR) (EI) >gi | 284073 | pir | | S27383 elastase 
inhibitor - human >gi 12997692 (AF053630) 
monocyte/neutrophil elastase inhibitor [Homo sapiens] 



Seq. No. 199194 
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II 







-J l\\\J O l_ iJU 1 


nC-crsf ImaxxaO 61b02bl 


1 iC L>11UU 


BLASTX 


NCBI GI 


g4455367 


BLAST score 


702 








Z-X J 




Oft 


jnl*.d-L Description 


^nLUjJjZfl j pULdLlvc 


OcCj. LNU. 


1 J? 1 ,?.J 


Z""' r> -i — 5 rr TT\ 

LOuIiy 1JJ 


JiJJJ 1 . I\1UJ -7 




LIR3196-024-P1-M1-C2 




BLASTX 


NCBI GI 


gl362047 


BLAST score 


213 


E value 


4.0e-17 


Match length 


74 


% identity 


62 


NCBI Description 


cysteine proteinase 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(EC 3.4.22.-) precursor - soybean 
>gi|479060|emb-|CAA83673| (232795) cysteine proteinase 
[Glycine max] >gi | 1096153 Iprf | I2111244A Cys protease 
[Glycine max] 

199196 

52534JL.R1039 

g5050491 

BLASTX 

g2618686 

648 

1.0e-67 

289 
49 

(AC002510) hypothetical protein [Arabidopsis thaliana] 



199197 

52571_1.R1039 

g5049031 

BLASTX 

gl082798 

381 

1.0e-36 

183 

43 

spliceosome-associated protein SAP 61 
(U08815) SAP 61 [Homo sapiens] 



human >gi | 508723 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199198 

52579_1.R1039 
LIB3196-034-P1-M1 
BLASTX 
g231723 
478 

4.0e-48 

90 

100 

CD 9 ANTIGEN (27 KD 



B7 



DIPHTHERIA TOXIN RECEPTOR-ASSOCIATED 
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Seq. No. 
Contig ID 
5' -most EST 



PROTEIN) (DRAP27) >gi | 104994 | pir | | A42929 CD9 antigen - 
green monkey >gi | 218566 | dbj | BAA01569 | (D10726) diphtheria 
toxin receptor associated protein [Chlorocebus aethiops] 

199199 

52592JL.R1039 
LIB3196-024-P1-M1-H6 



Seq. No. 
Contig ID 
5' -most EST 



199200 

52598_1.R1039 
LIB3196-033-P1-M1-B7 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199201 

52600_1.R1039 

LIB3196-025-P1-M1-A3 

BLASTX 

g440945 

424 

8.0e-42 

92 
86 

(S66773) adenosine deaminase, ADA {exon 10, exon 11} 
[human, ADA deficient patient AINe, peripheral blood T 
cells, Peptide PartialMutant, 143 aa] [Homo sapiens] 



Seq. No. 


199202 


Contig ID 


52645 1.R1039 


5' -most EST 


LIB3196-025-P1-M1-E8 


Method 


BLASTX 


NCBI GI 


g3821055 


BLAST score 


570 


E value 


6.0e-59 


Match length 


127 


% identity 


86 


NCBI Description 


(AJ223603) hypothetical 


Seq. No. 


199203 


Contig ID 


52663 1.R1039 


5 '-most EST 


LIB3196-052-P1-M1-D2 


Method 


BLASTX 


NCBI GI 


g730565 


BLAST score 


886 


E value 


8.0e-96 


Match length 


169 


% identity 


99 


NCBI Description 


60S RIBOSOMAL PROTEIN L3 



[Homo sapiens] 



Seq. No. 

Contig ID 
5 '-most EST 



protein L3 - human >gi | 313659 | emb | CAA51839 | (X73460) 
ribosomal protein L3 [Homo sapiens] 

>gi|3850177|emb|CAA18450| (AL022326) dJ333H23.1.1 (60S 
Ribosomal Protein L3) [Homo sapiens] 

>giI4506649|ref |NP_000958 . 1 |pRPL3 | ribosomal protein L3 
199204 

52666JL.R1039 
LIB3196-025-P1-M1-H10 



Seq. No. 



199205 



26937 



Contig ID 
.5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length- 

% identity 

NCBI Description 



52673JL.R1039 
uC-gsflnu33B146hllbl 

199206 

52677J..R1039 

LIB3196-027-P1-M1-A1 

BLASTN 

g2599359 

40 

4.0e-13 

129 

90 

Homo sapiens RNA helicase 



p68 (HUMP68) gene, complete cds 



Seq. No. 
Contig ID 
5 '-most EST 



199207 

52729_1.R1039 

uC-gsflnu33B037c02bl 

BLASTX 

gl055130 

289 

1.0e-25 

167 
38 

(U39998) coded for by C. elegans cDNA yk92bll.3; coded for 
by C. elegans cDNA yk92bll.5; coded for by C. elegans cDNA 
yk78c2.5; coded for by C. elegans cDNA cm9a8; coded for by 
C. elegans cDNA yk66h8.3; coded for by C. elegans cDNA 
yk78c2.3 

199208 

52736_1.R1039 
LIB3196-027-P1-M1-G11 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



199209 

52737JL.R1039 

LIB3196-027-P1-M1-G12 

BLASTX 

gll9339 

457 

1.0e-45 

92 

99 

ALPHA ENOLASE (2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) 
(NON-NEURAL ENOLASE) (NNE) ( PHOSPHOPYRUVATE HYDRATASE) 
>gi|87368|pir||A29170 phosphopyruvate hydratase (EC 
4.2.1.11) alpha - human >gi 1182114 (M14328) alpha enolase 
(EC 4.2.1.11) [Homo sapiens] >gi | 1167843 | emb | CAA343 60 | 
(X16288) alpha-enolase [Homo sapiens] 

>gi|4503571|ref |NP_001419.1 IpENOll enolase 1, (alpha) 
199210 

52745_1.R1039 

LIB3272-053-P1-K1-H4 

BLASTX 

g2924509 

199 

2.0e-15 



26938 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



91 
46 

(AL022023) subtilisin proteinase 
thaliana] 



199211 

52746_1.R1039 

LIB3197-039-Q1-M1-F6 

BLASTX 

g627406 

606 

6.0e-63 

159 

3 

collagen alpha 1{VII) 



- like [Arabidopsis 



chain precursor - human 



199212 

52766JL.R1039 

uC- gs f lmaxxa 0 8 8 e 0 9b 1 

BLASTX 

gl619602 

358 

4.0e-34 

88 
78 

(Y08726) MtN3 [Medicago truncatula] 
199213 

52808_1.R1039 

uC-gsronu33B019h03bl 

BLASTX 

g2274859 

391 

9.0e-38 

73 

96 

(AJ£)00016) Cksl protein [Arabidopsis thaliana] 
>gif4510420[gb|AAD21506.1| (AC006929) putative 
cyclin-dependent kinase regulatory subunit [Arabidopsis 
thaliana] 

199214 

52815JL.R1039 
LIB3196-028-P1-M1-F8 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199215 

52819_1.R1039 

LIB3196-028-P1-M1-G11 

BLASTX 

g3892059 

214 

7.0e-17 

130 

42 

(AC002330) predicted protein of unknown function 
[Arabidopsis thaliana] 



26939 



O S*l T XT y-k 

beq. NO. 




Contig ID 


52886 1.R1039 


5' -most EST 


LIB3196-029-P1-M1-E10 


Seq. No. 


1 QQ01 T 

lyyzi / 


Contig ID 


52888 1.R1039 


5 '-most EST 


LIB3196-037-P1-M1-E7 


beg. no. 




Contig ID 




5 -most EST 


LIB319b-Uzy-Pl-Ml-i! o 


Seq. No. 


lyyziy 


Contig ID 


bzyjo__i .Riujy 


UL T m /- TOT 1 

o -most rLibi 


LlDjiyo UjU rl Ml LO 


Method. 




NCBI GI 


g2213558 


BLAST score 


195 


E value 


4 . ue-io 


Match length 


y o 


% identity 


44 


NCBI Description 


(Z97052) hypothetical protein 


Seq. No. 


199220 


Contig ID 


53083_1 . R1039 


o -most EST 


LlDOiy o-Uol-r 1-Ml-taZ 


Metrioa 




JNUrSl Vjl 




BLAST score 


337 


E value 


1.0e-31 


Match length 


119 


% identity 


58 


NCBI Description 


(S81193) CEN=GTP-binding prote. 



Seq. No. 
Contig ID 
5 '-most EST 



[Antirrhinum=snapdragons f Peptide, 181 aa] [Antirrhinum] 
>gi i 1587482 Iprf | I2206476A CEN gene [Antirrhinum sp.] 

199221 

53090_1.R1039 
LIB3196-032-P1-M1-D8 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 



199222 

53115JL.R1039 

LIB3196-032-P1-M1-B6 

BLASTX 

g4406801 

138 

5.0e-ll 

70 

59 

(AC006304) unknown protein [Arabidopsis thaliana] 
199223 

53117_1.R1039 
g3326168 



Seq. No. 

Contig ID 



199224 

53131 1.R1039 



26940 



II 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Contig ID 
5 '-most EST 



LIB3196-032-P1-M1-D12 

BLASTX 

g730922 

218 

2.0e-42 

121 

83 

T-COMPLEX PROTEIN 1, ZETA SUBUNIT (TCP-1-ZETA) (CCT-ZETA) 
(TCP20) (HTR3) >gi | 627402 | pir | | S48087 chaperonin TCP20 - 
human >gi 1 517065 (L27706) chaperonin-like protein [Homo 
sapiens] >gi | 4502643 | ref | NP_001753 . 1 | pCCT6 | chaperonin 
containing T-complex subunit 

199225 

53138_1.R1039 

LIB3196-032-P1-M1-D7 

BLASTX 

g4220474 

1003 

1.0e-109 

262 

77 

(AC006069) putative myosin heavy chain [Arabidopsis 
thaliana] 

199226 

53143_1.R1039 
LIB3196-041-P1-M1-A2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199227 

53172_1.R1039 

LIB3196-032-P1-M1-G9 

BLASTX 

g662366 

332 

5.0e-31 

107 

58 

(L39786) conglutin gamma [Lupinus angustif olius] 
>gi| 666056|emb|CAA46552| (X65601) conglutin gamma [Lupinus 
angustifolius] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



199228 

53177JL.R1039 

LIB3196-042-P1-M1-F7 

BLASTX 

gl304227 

548 

3.0e-56 

116 

84 

(D63781) Epoxide hydrolase [Glycine max] 

>gi 1 2764804 | emb | CAA55293 1 (X78547) epoxide hydrolase 

[Glycine max] 

199229 

53181 1.R1039 



26941 



5 '-most EST 



LIB3196-033-P1-M1-A8 



o6C[« WO. 




+- t it TPl 
OOIlXly XLJ 


ni pa i di n^Q 


5 '-most EST 


LIB3197-033-Q1-M1-G5 


Method 


BLASTX 


JNLdI bl 


g4ooyoot> 


Djj/ioi score 




E value 


9.0e-55 


Match length 


151 


% identity 


DO 


iNL/rii Description 


(/iijUoooj^y putative protein 


beq. Ino . 


i q oo ^ 1 


C 1 r^T\+- \ i-r T Pi 

LOIlLly XJJ 


jj^i / x , kxu 


o —most Hibi 


Llooiyo-Uoo— ri.— IX11-JJ1Z 


C 1 r-r VT ^ 

oeq . vio . 




P^rif "i rr T Pi 
LOIlLly ID 




5' -most EST 


g5045294 


Method 


BLASTX 


INLol CjI 


golzo^^o 


cLAbi score 




E value 


o . Ue-lo 


Match length 


66 


% identity 


/U 


NCBI Description 


(AC004077) unknown protein 


beq. jno . 




+- t /r TPl 


jjZD/ I^KIUjj 


5' -most EST 


LIB3196-034-P1-M1-A11 


Method 


BLASTX 


NCBI GI 


g4467804 


BLAST score 


701 


E value 


5.0e-74 


Match length 


143 


% identity 


95 



NCBI Description 



(AL031678) TGM3 (PROTEIN-GLUTAMINE GLUTAMYLTRANSFERASE E3 
PRECURSOR (EC 2.3.2.13) (TGASE E3) { TRANSGLUTAMINASE 3).) 
[Homo sapiens] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199234 

53274JL.R1039 

LIB3196-034-P1-M1-A7 

BLASTX 

gl!47813 

555 

5.0e-57 

163 

72 

(M77830) desmoplakin I 



[Homo sapiens] 



Seq. No. 
Contig ID 
5 '-most EST 



199235 

53298JL.R1039 
LIB3196-043-P1-M1-C2 



Seq. No. 



199236 



26942 



Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



53335_1.R1039 

LIB3197-016-P1-M1-C4 

BLASTN 

g2795921 

198 

1.0e-107 

221 
97 

Homo sapiens clone 23954 mRNA sequence 
199237 

53373J..R1039 

LIB3196-044-P1-M1-D3 

BLASTX 

g2654435 

412 

2.0e-40 

98 

82 

(U68187) extracellular matrix j^otein 1 [Homo sapiens] 
199238 

53411_1.R1039 
LIB3196-035-P1-M1-G3 



Seq. No. 
Contig ID 
5' -most EST 



199239 

53420JL.R1039 
LIB3196-035-P1-M1-H11 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



199240 

53448JL.R1039 

LIB3196-036-P1-M1-B8 

BLASTX 

g3212868 

705 

1.0e-74 

153 

83 

(AC004005) unknown protein [Arabidopsis thaliana] 
199241 

53485JL.R1039 
LIB3197-041-Q1-M1-D3 

199242 

53497JL.R1039 
LIB3196-036-P1-M1-H10 



Seq. No. 
Contig ID 
5 '-most EST 



199243 

53529_1.R1039 
LIB3196-037-P1-M1-C2 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



199244 

53573JL.R1039 

LIB3196-037-P1-M1-G3 

BLASTX 

g399184 



26943 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281 

1.0e-24 

54 

100 

ADENYLYL CYCLASE -ASSOCIATED PROTEIN 1 (CAP 1) 
>gi|477116|pir | | A48120 adenylyl cyclase-associated CAP 
protein homolog - human >gi| 178084 (L12168) adenylyl 
cyclase-associated protein [Homo sapiens] >gi 1179920 
(M98474) CAP protein [Homo sapiens] 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199245 

53578_1.R1039 

LIB3196-037-P1-M1-G8 

BLASTX 

g2500587 

599 

2.0e-62 

117 

66 

SPLICEOSOME ASSOCIATED PROTEIN 49 (SAP 4 9) (SF3B53) 
>gi| 1082799|pir | IA54964 spliceosome-associated protein 
SAP-49 - human >gi 1556217 (L35013) spliceosomal protein 
[Homo sapiens] 



Seq. No. 
Contig ID 
5' -most EST 



199246 

53603JL.R1039 
LIB3197-054-Q1-M1-G3 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199247 

53608_1.R1039 

LIB3196-059-P1-M1-C1 

BLASTN 

g833885 

365 

0.0e+00 

460 

95 

CD24=glycosyl phosphatidylinositol (GPI) -linked 
glycoprotein [human, monochromosomal somatic cell hybrids, 
mRNA, 1659 nt] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199248 

53613_1.R1039 

LIB3196-038-P1-M1-C6 

BLASTN 

gl88683 

321 

0.0e+00 

377 

96 

Human modulator recognition factor I 



(MRF-1) mRNA, 3 f end 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



199249 

53622_1.R1039 

LIB3196-038-P1-M1-D5 

BLASTX 

g2529678 



26944 



BLAST score 


185 


E value 


o • X*i 






% identity 


55 


NCBI Description 


(AC002535) unknown protein [Arabidopsis thaliana] 


oeq. LNO ■ 




Contig ID 




D -ICIOSl LjoI 


ul. -gsriiuaxxdU jyeuzDi 


oeq. wo. 


xy yzo± 


uonuig ID 


jjDj / i.Kiujy 


3 ItlOoU JLO 1 


LilDJl^D UJO IT X LrlX VjO 


Mot - In 
tit? LilUU 


oxirao ± z\ 


NCBI GI 


g2582665 


BLAST score 


433 


Ei Value 


0 » Uc 4 J 


\A /"~» V\ T /T 4- V*l 

lyiaLcn lenytn 




% identity 


88 


NCBI Description 


(Z82983) thi [Citrus sinensis] 


oeq. jno . 


x y yzo z 


^* 4— A j+r t r*\ 

conuig lu 




o -most EST 


uo-gsriitiaxxauyoru^Di 


Seq. No. 


±y yzoo 


Contig ID 


oJoDO i.Riujy 


C T COT" 


LlDjiyo Ujo rl Wl nj 


Method 


DlirlD 1 A 


LN^DX OX 


rrl 1 91 19 
y x x j x / z. 


BLAST score 


854 


E value 


4.0e-92 


Match length 


164 


% identity 


99 


NCBI Description 


ELONGATION FACTOR 2 (EF-2) >gi I 2144 947 | pir | | EFHU2 



translation elongation factor eEF-2 - human 
>gi | 31106|emb|CAA35829| (X51466) elongation factor 2 [Homo 
sapiens] >gi | 31108 | emb [CAA77750 I (Z11692) human elongation 
factor 2 [Homo sapiens] >gi |4503483|ref| NP_001952 . 1 | pEEF2 | 
eukaryotic translation elongation factor 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



.R1039 

-039-P1-M1-A5 



199254 
53674_1. 
LIB3196- 
BLASTN 
g31105 
423 

0.0e+00 

495 

96 

Human mRNA for elongation factor 2 

>gi|4503482|ref | NM_001961.il EEF2 | Homo sapiens eukaryotic 
translation elongation factor 2 (EEF2) mRNA 



Seq. No. 
Contig ID 
5' -most EST 



199255 

53688JL. R1039 
LIB3196-039-P1-M1-B9 



26945 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl29697 

470 

4.0e-64 

157 

77 

PROLIFERATING CELL NUCLEAR ANTIGEN (PCNA) (CYCLIN) 
>gi| 100698 Ipir | IS14415 proliferating cell nuclear antigen 
rice >gi|20284|emb|CAA37979| (X54046) proliferating cell 
nuclear antigen [Oryza sativa] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



.R1039 

-039-P1-M1-D1 



199256 
53700_1 
LIB3196 
BLASTX 
g2134892 
472 

2.0e-47 
92 
100 

--cell surface glycoprotein - human >gi 1188256 
surface glycoprotein [Homo sapiens] 
>gi|1834460|emb|CAB06609| (Z84814) HLA-DRA*0102 
sapiens] 



(M60334) cell 



[Homo 



Seq. No. 


199257 


Contig ID 


53701 1.R1039 


5 '-most EST 


g5049901 


Method 


BLASTX 


NCBI GI 


g2191127 


BLAST score 


475 


E value 


1.0e-47 


Match length 


101 


% identity 


89 


NCBI Description 


(AF007269) A_IG002N01 


Seq. No. 


199258 


Contig ID 


53715 1.R1039 


5' -most EST 


LIB3196-039-P1-M1-E2 


Seq. No. 


199259 


Contig ID 


53716 1.R1039 


5' -most EST 


LIB3196-064-P1-M1-B6 


Seq. No. 


199260 


Contig ID 


53746 1.R1039 


5 f -most EST 


LIB3196-047-P1-M1-A4 


Method 


BLASTX 


NCBI GI 


g3121828 


BLAST score 


705 


E value 


1.0e-74 


Match length 


147 


% identity 


91 


NCBI Description 


BENE PROTEIN >gi|2135 



[Arabidopsis thaliana] 



human (fragment) >gi 11000712 (U17077) unknown [Homo 
sapiens] 



26946 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 




199261 

53772_1.R1039 
LIB3196-040-P1-M1-C2 
BLASTX 
g544939 
469 

4.0e-47 
138 
70 

(S68736) myosin heavy chain, 
liver fat-storing cell line, 

199262 

53786_1.R1039 
uC-gsflnu33B113f04bl 
BLASTX 
g2911060 
377 

8.0e-36 
182 
36 

(AL021961) putative protein 
>gi I 3297826 1 emb | CAA19884 . 1 1 
[Arabidopsis thaliana] 

199263 

53806_1.R1039 
LIB3196-059-P1-M1-A1 
BLASTN 
g3184183 
382 

0.0e+00 
454 
96 

Homo sapiens mRNA for airway 
complete cds 

199264 

53820JL.R1039 

LIB3196-064-P1-M1-F11 

BLASTX 

g567767 

703 

2.0e-74 

140 

46 

(L13783) pl25 protein [Bovine 
199265 

53842_1.R1039 
LIB3197-022-Q1-M1-E7 

199266 

53850JL.R1039 

LIB3196-041-P1-M1-B7 

BLASTX 

g3127127 




MHC [rats, CC14-cirrhotic 
Peptide, 882 aa] [Rattus sp.] 



[Arabidopsis thaliana] 
(AL031032) putative protein 



trypsin-like protease, 



viral diarrhea virus] 



26947 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



410 

3.0e-40 
101 
85 

(AF061016) UDP-glucose dehydrogenase 
>gi I 3452405 | emb I CAA07609 | (AJ007702 ) 
dehydrogenase [Homo sapiens] 

>gi | 4507813 | ref | NP_003350 . 1 1 pUGDH | UDP-glucose 
dehydrogenase 



[Homo sapiens] 
UDPglucose 



Seq. No. 

Contig ID 

5' -mo st EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199267 

53853JL.R1039 

uC-gsflnu33B019h08bl 

BLASTX 

g2832661 

151 

2.0e-17 

113 

43 

(AL021710) 
thaliana] 



pherophorin - like protein [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199268 

53876_1.R1039 

LIB3197-003-P1-M1-G10 

BLASTX 

g4467153 

950 

1.0e-103 

235 

74 

(AL035540) 
thaliana] 



putative thaumatin-like protein [Arabidopsis 



Seq. No. 

Contig ID 
-5' -most EST 



199269 

53881J..R1039 
LIB3196-059-P1-M1-B5 



Seq. No. 

Contig ID 
S'-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



199270 

53882_1.R1039 
g5050720 

199271 

53895_1.R1039 

LIB3196-046-P1-M1-F3 

BLASTX 

g2804273 

775 

6.0e-83 

149 

38 

(D89980) alpha actinin 4 
199272 

53944J..R1039 
LIB3196-042-P1-M1-D3 



[Homo sapiens] 



26948 



o 



Seq. No, 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199273 

54015_1.R1039 

uC-gsflmaxxaOOlclObl 

BLASTX 

g2507222 

460 

5.0e-46 

125 

66 

KINASE ASSOCIATED PROTEIN PHOSPHATASE >gi 11709236 (U09505) 
kinase associated protein phosphatase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199274 

54018_1.R1039 

LIB3196-043-P1-M1-D1 

BLASTX 

g4490295 

178 

8.0e-13 

136 
30 

(AL035678) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199275 

54047JL.R1039 

LIB3196-045-P1-M1-G7 

BLASTX 

g4432855 

752 

4.0e-80 

166 

89 

(AC006300) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199276 

54053JL.R1039- 

uC-gsronu33B050h06bl 

BLASTX 

g3249066 

358 

6.0e-34 

171 

50 

(AC004473) 
gb| 984964. 



Similar to S. cerevisiae SIK1P protein 
ESTs gb|F15433 and gb|AA395158 come from this 



gene. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



199277 

54107JL.R1039 

LIB3196-044-P1-M1-F9 

BLASTX 

gl707017 

336 

3.0e-31 

80 
80 



26949 



NCBI Description (U78721) RNA helicase isolog [Arabidopsis thaliana] 



oeq. iNO. 


1 QQ97£ 
JL yy Z / 0 


uontiy 1JJ 




D — IuOST_ JCjoI 


uu ysiiuujjDU /ucujdi 






Prmf- "i rr TP] 


S41 62 1 R1039 




rr S 0 A 9^ft 9 


Method 


BLASTX 


NCBI GI 


g4191793 


Dixiibi score 


A 1 Q 

4 / y 


E value 


0 . ue— / 5 


Match length 


Z4o 


% identity 


£1 
ol 


jnl,d± Description 


\i\\^\j\jD^ L f ) putative 




thaliana] 






Ar^ -1- -i /r T Pi 

LfO.nr.iy iij 


3 4ZUQ I.aIUjj 


5 ' -most EST 


LIB3196-04%-Pl-Ml-A9 


Method 


BLASTX 


'Mf^'D T T 

InUdI LjI 


g4 4jOjoj 


niiAbi score 


a n q 
4u y 


E value 


4.0e-40 


Match length 


118 


% identity 


by 


Nursi Description 


\j\u\j3DD£.D) putative 


Seq. No. 


199281 


oontig id 


D4z /4 l.KlUoy 


D - ITIOSl hoi 


lilooiyo U4 / rl l v il Ho 


Seq, No. 


iy 9^0^ 


uontig id 


04zol l.Kiuoy 


0 -most bol 


LlBoiyb— U4 / — Fl-Ml— rso 


oeq. ino. 


1 QQ9 P "3 

iy yzoo 


Pnnf 1 rr TPt 
L-vJilLly 1U 


R49 QR 1 PI fl^Q 


5 '-most EST 


LIB3196-049-P1-M1-E1 


Method 


BLASTX 


JMLbi LjI 


rr"3 1 n q H7 t; 


t5iji\oi score 


_.1U 


E value 


_: . ue— lo 


Match length 


llo 


ts luenLiLy 


49 


NCBI Description 


(AFUoU/y/) putative 


oeq. no. 


1 Q Q9 D A 

iy yzc>4 


font 1 n rr TP) 
l»ui i i — Ly xu 




5' -most EST 


LIB3196-047-P1-M1-D8 


Method 


BLASTX 


NCBI GI 


g2270990 


BLAST score 


177 


E value 


6.0e-13 


Match length 


123 


% identity 


38 



putative zinc finger protein [Arabidopsis 



[Manduca sexta] 



26950 



NCBI Description (AF004807) dehydrin [Glycine max] 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 

Match length ; : 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq'. No. 
Contig ID 
5' -most EST 



199285 

54332_1.R1039 

LIB3196-047-P1-M1-H4 

BLASTX 

gl688233 

192 

1.0e-14 

94 

52 

(U77655) DNA binding protein homolog [Solanum tuberosum] 
199286 

54358_1.R1039 

LIB3196-048-P1-M1-C12 

BLASTX 

g3913425 

210 

1.0e-45 

121 
85 

PUTATIVE PRE-MRNA SPLICING FACTOR ATP-DEPENDENT RNA 
HELICASE >gi | 2275203 (AC002337) RNA helicase isolog 
[Arabidopsis thaliana] 

199287 

54362_1.R1039 

LIB3196-048-P1-M1-C6 

BLASTX 

g4158219 

643 

3.0e-67 

176 

69 

(Y18623) amylogenin [Oryza sativa] 
199288 

54368_1.R1039 
LIB3196-048-P1-M1-D2 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199289 

54390_1.R1039 
uC-gsronu33B103cl0bl 

199290 

54428_1.R1039 

uC-gs f lmaxxa 0 2 7 e 0 8bl 

BLASTX 

g3641837 

459 

6.0e-46 

122 

80 

(AL023094) Nonclathrin coat protein gamma - like protein 
[Arabidopsis thaliana] 



26951 



Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199291 

54430_1.R1039 

uC-gsronu33B080d05bl 

BLASTX 

g3860333 

431 

2.0e-42 

102 
72 

(AJ012693) basic blue copper protein [Cicer arietinum] 



Seq. No. 
Contig ID 
5' -most EST 



199292 

54498_1.R1039 
uC-gsronu33B040fl2bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199293 

54501J..R1039 

LIB3196-049-P1-M1-H6 

BLASTX 

g3329386 

602 ' 

1.6e-62 

117 

96 

(AF038958) synaptic glycoprotein SC2 spliced variant [Homo 
sapiens] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199294 

54533JL.R1039 

g3325926 

BLASTX 

gl086833 

168 

4.0e-15 

137 

33 

(U41264) coded for by C. elegans cDNA CEESN26F; coded for 
by C. elegans cDNA CEESI89F; similar to 60S acidic 
ribosomal protein Po (L10) [Caenorhabditis elegans] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199295 

54549_1.R1039 

LIB3196-050-P1-M1-E12 

BLASTX 

g4006924 

257 

4.0e-22 

110 

43 

(Z99708) beta-galactosidase like protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5' -most EST 



199296 

54553_1.R1039 
LIB3196-050-P1-M1-E5 



Seq. No. 



199297 



26952 



uonrig lu 


3 4 0 Dj 1 . KlUoy 


3 ITLOS c HiDl 


nT-Aof 1 nn'^Rl flQol HHI 
Uu y s nnuj JDl U vdx 






NCBI GI 


g4539335 


BLAST score 


407 


& value 


i . ue 


Match length 


loo 


% identity 


59 


NCBI Description 


(AL035539) putative protein [Arabidopsis 


beq. No. 


iy y<£ yo 


uontig iu 


o4ooy i.Kiuoy 


o -most EST 


LIBoiy O-UoU-rl-Ml-blU 


Seq, No. 


iy yzyy 


Contig ID 


o4doj l.KlUoy 


3 —ItlOSTZ Hjbl 


gou4 do i j 






NCBI GI 


g4469019 


BLAST score 


421 


E .value 


ue~ ou 


Ma t ch 1 engt h 




% identity 


ao 


NCBI Description 


(ALQ3oouz) putative protein [AraDiaopsis 


Seq. No. 


199300 


Contig ID 


54670 1.R1039 


5' -most EST 


LlBJiyb— UO /-Fl-Ml-bl 


Method 


■bliiio 1 A 


JNUol bl 


gozo Jibo 


BLAST score 


o n n 

zy y 


E value 


a A « T7 

4 . Oe-z / 


Match length 


112 


% identity 


54 


jnlbi Description 


(AF057526) erythrocyte iaembrane protein 




>gijjj>zy4o/ tArUoooyoj Knou— iiKe protein 




>gi I 34 45o0o | GLDJ ! BAAoz441 1 (ABUlOiyz) OU 




(RhoU) L^us musculusj 


Seq. No. 


iy youi 


Contig ID 


o4 O / I 1 . KlUoy 


0 _ mOSr £jD1 


LiIdoI y O-UO J*"r l""L*ll— ri / 


llyf _ 4. "L_ — J 

Metnoa 


O T TV OTIV 

BLAbTX 


NCBI GI 


gl381394 


BLAST score 


648 


E value 


4 . Ue-oo 


Match length 


loy 


% identity 


O A 

89 


NCBI Description 


(U40989) tat interactive protein [Homo s 


Seq. No. 


199302 


Contig ID 


54680 1.R1039 


5 '-most EST 


LIB3196-053-P1-M1-B9 


Method 


BLASTN 


NCBI GI 


gll25005 


BLAST score 


386 


E value 


0.0e+00 



26953 



II 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



418 
98 

Human tat interactive protein mRNA, complete cds 
199303 

54762JL.R1039 

LIB3197-054-Q1-M1-H3 

BLASTX 

g2921213 

467 

1.0e-46 

124 

73 

(AF026150) beta-ketoacyl-ACP synthase IIIA [Perilla 
frutescens] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 f -most EST 



199304 

54829_1.R1039 
uC-gsronu33B108gl0bl 

199305 ' * ' 

■54848_1.R1039 
LIB3196-055-P1-M1-C2 



Seq. No. 
Contig ID 
5' -most EST 



199306 

54851_1.R1039 
LIB3196-055-P1-M1-C6 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



199307 

54886JL.R1039 

LIB3196-055-P1-M1-G10 

BLASTX 

g3643607 

574 

2.0e-59 

129 

42 

(AC005395) unknown protein [Arabidopsis thaliana] 
199308 

54955_1.R1039 

LIB3196-056-P1-M1-G10 

BLASTX 

g2088662 

211 

1.0e-16 

102 
48 

(AF002109) unknown protein [Arabidopsis thaliana] 
199309 

54957JL.R1039 

LIB3196-056-P1-M1-G12 

BLASTX 

g2507222 

144 

4.0e-09 



26954 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 



60 
45 

KINASE ASSOCIATED PROTEIN PHOSPHATASE >gi 11709236 (U09505) 
kinase associated protein phosphatase [Arabidopsis 
thaliana] 

199310 

54971JL.R1039 
LIB3196-057-P1-M1-A1 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199311 

54983J..R1039 

LIB3196-057-P1-M1-B9 

BLASTN 

g3452378 

315 

1.0e-177 

407 

95 

Homo sapiens glutamate oxaloacetate transaminase 
gene, exon 9 and complete cds 



(G0T1) 



199312 

55021_1.R1039 

LIB3196-057-P1-M1-E9 

BLASTX 

gl083762 

305 

7.0e-28 

98 

64 

prolactin-induced T cell protein cl5 - rat 

>gi|619907|emb|CAA57825| (X82445) RnudC [Rattus norvegicus] 
199313 

55073_1.R1039 

g5045311 

BLASTX 

g2980790 

174 

3.0e-12 

109 
48 

(AL022197) hypothetical protein [Arabidopsis thaliana] 
199314 

55176_1.R1039 

g3326405 

BLASTX 

g2129727 

151 

8.0e-13 

121 

45 

RNA-binding protein 37 - Arabidopsis thaliana >gi| 1174153 
(U44134) RNA-binding protein [Arabidopsis thaliana] 



26955 
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>gi|2058370|emb|CAB08166| (Z94864) peptidyl-prolyl 




cis-trans isomerase [Schizosaccharomyces pombe] 
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NCBI GI 
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BLAST score 
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% identity 
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NCBI Description 


Glycine max arginine decarboxylase mRNA f complete cds 


beq. wo. 


xy yoxy 


Contig ID 
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5' -most EST 


LIB3197-001-P1-M1-E2 
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JNUol bi 


gzxyxxou 


BLAST score 


221 


E value 


7.0e-18 


Jxiatcn xengtn 


o / 


% identity 


/ y 


NCBI Description 


(AF007269) similar to mitochondrial carrier family 




[Arabidopsis thaliana] 


Seq. No. 


199322 


Contig ID 


55427 1.R1039 


5 '-most EST 


LIB3197-001-P1-M1-H12 



Seq. No. 



199323 



26956 



€1 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55431_1 

LIB3197 

BLASTX 

g2231312 

830 

4.0e-89 

176 

90 

(U75603) 



R1039 

001-P1-M1-H9 



AtRabl8 [Arabidopsis thaliana] 



199324 

55442J..R1039 

LIB3272-031-P1-K1-D5 

BLASTX 

g600178 

643 

2.0e-67 

141 

83 

(L27074) acetyl-CoA carboxylase [Arabidopsis thaliana] 
>gi 1 1090217 | prf | | 2018327A Ac-CoA carboxylase [Arabidopsis-' 
thaliana] 



199325 

55461_1.R1039 

g5047984 

BLASTN 

g3985934 

37 

3.0e-ll 

101 
84 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MJE7, complete sequence [Arabidopsis thaliana] 



PI clone: 



199326 

55461_2.R1039 

LIB3197-002-P1-M1-D12 

BLASTN 

g3985934 

50 

1.0e-18 

464 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MJE7, complete sequence [Arabidopsis thaliana] 

199327 

55462_1.R1039 

LIB3197-002-P1-M1-D2 

BLASTX 

gl688074 

229 

1.0e-18 

138 

40 

(U46570) tetratricopeptide repeat protein [Homo sapiens] 



26957 



>gi|4507711|ref | NP_003305 . 1 | pTTCl | tetratricopeptide repeat 
domain 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199328 

55533JL.R1039 

LIB3197-003-P1-M1-F6 

BLASTN 

g3702732 

35 

8.0e-10 

94 
84 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MGF10, complete sequence [Arabidopsis thaliana] 



Seq, No. 


1 QQ'SOQ 

i y y jzy 


Contig ID 


55538 1.R1039 


5 '-most EST 


LIB3197-003-P1-M1-G4 


Method 


BLASTX 


NCBI GI 


gozyoooD 


BLAST score 


253 


E value 


9. Oe-22 


Match length 




% identity 


85 


NCBI Description 


(AC004681) putative homeobox protein, 




[Arabidopsis thaliana] 


Seq. No. 




Contig ID 


55540 1.R1039 


5 '-most EST 


LIB3197-003-P1-M1-H10 


Method 


BLASTX 


NCBI GI 


g4510348 


BLAST score 


362 


E value 


3.0e-34 


Match length 


123 


% identity 


61 


NCBI Description 


(AC006921) unknown protein [Arabidops; 


Seq. No. 


199331 


Contig ID 


55541 1.R1039 


5' -most EST 


g5048137 


Method 


BLASTX 


NCBI GI 


g2827139 


BLAST score 


1436 


E value 


1.0e-160 


Match length 


297 


% identity 


91 


NCBI Description 


(AF027172) cellulose synthase catalyt 



3 f partial 



[Arabidopsis thaliana] >gi i 4049343 | emb | CAA225 68 | (AL034567) 
cellulose synthase catalytic subunit (RSW1) [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



199332 

55579_1.R1039 
g5046738 
BLASTX 
g2982456 



26958 



BLAST score 

E' value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



454 

3.0e-58 

142 

82 

(AL022223) putative protein [Arabidopsis thaliana] 
199333 

55594JL.R1039 

LIB3197-004-P1-M1-G7 

BLASTX 

g2642429 

307 

4.0e-28 . 

134 

53 

(AC002391) putative poly (A) -binding protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
3 1 -most EST 
' Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



199334 

55606JL.R1039 
v LIB3197-005-Pl-Ml-A2 ' ; 
- BLASTX 

gl351856 

466 

6.0e-47 

108 

86 

ACONITATE HYDRATASE, CYTOPLASMIC (CITRATE HYDRO-LYASE) 
(ACONITASE) >gi|868003|dbj [BAA06108I (D29629) aconitase 
[Cucurbita sp.] 

199335 

55636JL.R1039 

LIB3197-005-P1-M1-D12 

BLASTX 

g2292917 

563 

2.0e-58 

156 

75 

(X99851) galacto kinase [Arabidopsis thaliana] 
199336 

55648_1.R1039 

LIB3197-005-P1-M1-E5 

BLASTX 

g2088662 

186 

1.0e-27 

196 

42 

(AF002109) unknown protein [Arabidopsis thaliana] 
199337 

55654_1.R1039 
uC-gsflmaxxa060h01bl 



26959 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

S^most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199338 

55663_1.R1039 
uC-gsflmaxxa041c04bl 

199339 

55665JL.R1039 

LIB3197-005-P1-M1-G5 

BLASTX 

g4138171 

153 

6.0e-10 

66 
52 

(AJ011955) allergen [Malassezia furfur] 
199340 

55677_1.R1039 
LIB3197-005-P1-M1-H9 

199341 

55678_1.R1039 

LIB3197-006-P1-M1-A1 

BLASTX 

g3080435 

243 

1.0e-20 

56 
75 

(AL022605) putative protein [Arabidopsis thaliana] 
199342 

55691JL.R1039 

uC-gsflmaxxa042d04bl 

BLASTX 

g480602 

192 

2.0e-14 

49 

67 

polyadenylate-binding protein - fern (Anemia phyllitidis) 
>gi|398327|emb|CAA81127| (Z26042) poly{A)-mRNA binding 
protein [Anemia phyllitidis] 

199343 

55698_1.R1039 

LIB3197-006-P1-M1-C1 

BLASTX 

g549060 

376 

3.0e-36 

95 

78 

T-COMPLEX PROTEIN 1, ETA SUBUNIT (TCP-1-ETA) (CCT-ETA) 
>gi|631656|pir||S43058 CCTeta protein eta chain - mouse 
>gi|468504|embICAA83274| (Z31399) CCTeta, eta subunit of 
the chaperonin containing TCP-1 (CCT) [Mus musculus] 



26960 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199344 

55700JL.R1039 

LIB3197-006-P1-M1-C11 

BLASTX 

g3881780 

173 

2.0e-12 

116 

38 

(Z48638) similar to lipid transfer protein [Caenorhabditis 
elegans] 



Seq. No. 




Contig ID 


ccTftO 1 d1 (T3Q 


5 1 -most EST 


LIB3197-006-P1-M1-C2 


Method 


BLASTX 


NCBI GI 


g4186184 


BLAST score 


248 


E value 


3. Oe-21 


Match length 


120 


%■ identity 


43 


NCBI Description 


(AF111168) unknown [Homo sapiens] 


Seq. No. 


199346 


Contig ID 


55712_1.R1039 


5 '-most EST 


LIB3197-006-P1-M1-D5 


Method 


BLASTX 


NCBI GI 


g4468979 


BLAST score 


439 


E value 


2.0e-43 


Match length 


112 


% identity 


72 


NCBI Description 


(AL035605) putative protein [Arabidop; 


Seq. No. 


199347 


Contig ID 


55717 1.R1039 


5 '-most EST 


LIB3197-006-P1-M1-E3 


Method 


BLASTX 


NCBI GI 


g3540185 


BLAST score 


421 


E value 


3.0e-41 


Match length 


129 


% identity 


61 


NCBI Description 


(AC004122) Highly Similar to branched- 



aminotransferase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199348 

55722_1.R1039 

LIB3197-006-P1-M1-F7 

BLASTX 

g3892056 - 

559 

3.0e-57 

126 

87 

(AC002330) putative vacuolar ATPase [Arabidopsis thaliana] 
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o 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199349 

55745JL.R1039 
uC-gsronu33B058g06bl 

199350 

55753_1.R1039 

LIB3197-007-P1-M1-F4 

BLASTX 

g3873710 

346 

2.0e-32 

110 

56 

(Z73102) predicted using Genefinder; similar to Zinc 
finger, C2H2 type; cDNA EST EMBL:M89161 comes from this 
gene; cDNA EST EMBL:T01394 comes from this gene; cDNA EST 
EMBL:T02192 comes from this gene; cDNA EST EMBL:D71409 
comes 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199351 

55771_1.R1039 - 

g5048652 

BLASTX 

g2244765 

386 

4.0e-37 

187 

45 

(Z97335) hypothetical protein [Arabidopsis thaliana] 
199352 

55781J..R1039 

LIB3197-008-P1-M1-B6 

BLASTX 

gl213460 

143 

8.0e-09 

110 

32 

(U03374) C subunit of V-ATPase [Amblyomma americanum] 
199353 

55795_1.R1039 
uC-gsronu33B001g05bl 



.R1039 

■008-P1-M1-D1 



199354 
55796_1. 
LIB3197- 
BLASTX 
g2344894 
441 

8.0e-44 

135 

63 

(AC002388) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



199355 
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Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



55799JUR1039 

g5046682 

BLASTX 

g3337356 

864 

3.0e-93 

181 

94 

(AC004481) putative protein transport protein SEC61 alpha 
subunit [Arabidopsis thaliana] 

199356 

55805_1.R1039 

LIB3197-008-P1-M1-D7 

BLASTX 

g3695388 

209 

2.0e-16 

62 

60 

(AF096371) -No definition line found [Arabidopsis thaliana]- 
199357 

55825_1.R1039 

g5048926 

BLASTX 

g3881189 

567 

2.0e-58 

157 

67 

(Z99281) similar to ADP-ribosylation factor; cDNA EST 
EMBL:C08179 comes from this gene; cDNA EST EMBL:C08337 
comes from this gene; cDNA EST EMBL:C09829 comes from this 
gene; cDNA EST yk291b4.5 comes from this gene; cDMA EST yk4 

199358 

55827JL.R1039 

LIB3197-008-P1-M1-G3 

BLASTX 

gl706652 

385 

6.0e-37 

114 

63 

ENOLASE 1 (2-PHOSPHOGLYCERATE DEHYDRATASE) 
(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) >gi| 498862 (U09736) 
enolase [Entamoeba histolytica] 

199359 

55834JL.R1039 
LIB3197-047-Q1-M1-D12 

199360 

55837 JL.R1039 
uC-gsflmaxxa040e08bl 
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Seq. No. 
Contig ID 
5' -most EST 



199361 

55837_3.R1039 
LIB3197-008-P1-M1-H3 



beq. no. 


J_y y 


Contig ID 


55854 1.R1039 


5' -most EST 


LIB3272-017-P1-K1-H2 


Method 


rSliiio I A 




goo uu zjd i 


BLAST score 


195 


E value 


5.0e-15 


Marcn xengrn 


0 0 


-s laeniity 


A A 


NCBI Description 


(AF100657) No definition line found [Caenorhabditis 




elegans] 


beq. no. 


x y y joo 


Contxg ID 


jjg Do l.KlUJy 


5 1 -most EST 


Llboiy / — UlU-r 1— MI— rslz 


Seq. No. 




Contig ID 


55863_1 .R1039 


C 1 mAn 4- ■corn 

o -most EbT 


t tq*5i QT-.ni n_Di _mi _r*i n 
LilBoiy f — U1U — tr 1 Ml — LIU 


Seq. No. 


199365 


Contig ID 


55885_1.R1039 


5 -most EST 


LIBoly /-U1U— rl-Ml-rLiO 


Method 


BLASTX 


NCBI GI 


g4098128 


BLAST score 


*5 rt 0 

393 


E value 


0 . ue-Jo 


Match length 


31 


% identity 


85 


NCBI Description 


(U/ooooj sucrose syntnase [vjossypiuni nirsuuuitij 


Seq. No. 


1 0 n 0 a c 

lyyooD 


Contig ID 


OOOOD i.Kiuoy 1 


5 '-most EST 


LIB3197-010-P1-M1-E4 


Method 


BLASTX 


NCBI GI 


goz / ozuu 


BLAST score 


01/ 


E value 


O C\ CO 

z . Oe-oz 


Match length 


157 


% identity 


oy 


NCBI Description 


(AB010917) responce reactor3 [Arabidopsis thaliana] 




>gi 13894192 (AC005662) response regulator 3 [Arabidops 




thaliana] 


Seq. No. 


199367 


Contig ID 


55893 1.R1039 


5' -most EST 


g5044904 


Method 


BLASTX 


NCBI GI 


g3395938 


BLAST score 


513 


E value 


7.0e-52 


Match length 


194 


% identity 


57 
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NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AF076924) polypyrimidine tract-binding protein homolog 
[Arabidopsis thaliana] 

199368 

55904JL.R1039 
uC-gsflmaxxa067g04bl 

199369 

55919J..R1039 

g5050668 

BLASTX 

g2500717 

483 

2.0e-48 

137 

62 

STS14 PROTEIN PRECURSOR >gi | 2129995 | pir | | S65052 
pistil-specific protein stsl4 precursor - potato 
>gi|1236785|emb|CAA57976| (X82652) stsl4 [Solanum 
tuberosum] >gi 1 1589691 Iprf | | 2211417A stsl4 gene [Solanum 
tuberosum] 



Seq. No. 


199370 


Contig ID 


55922 1.R1039 


5' -most EST 


g5047025 


Method 


BLASTX 


NCBI GI 


g2252841 


BLAST score 


353 


E value 


3.0e-33 


Match length 


148 


% identity 


49 


NCBI Description 


(AF013293) No definition 


Seq. No. 


199371 


Contig ID 


55933 1.R1039 


5' -most EST 


uC-gsronu33B157d04bl 


Seq. No. 


199372 


Contig ID 


55934 1.R1039 


5 '-most EST 


LIB3272-037-P1-K1-B4 


Method 


BLASTX 


NCBI GI 


gl586940 


BLAST score 


433 


E value 


9.0e-43 


Match length 


122 


% identity 


69 


NCBI Description 


Ser/Thr kinase [Lycopers 


Seq. No. 


199373 


Contig ID 


55935 1.R1039 


5' -most EST 


LIB3197-011-P1-M1-C7 


Method 


BLASTX 


NCBI GI 


g2245000 


BLAST score 


344 


E value 


2.0e-32 


Match length 


91 


% identity 


77 
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NCBI Description (Z97341) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



.R1039 

-011-P1-M1-D7 



199374 
55941JL, 
LIB3197- 
BLASTX 
g266862 
292 

4.0e-26 

145 

27 

POLYPYRIMIDINE TRACT-BINDING PROTEIN (PTB) (HETEROGENEOUS 
NUCLEAR RIBONUCLEOPROTEIN I) (HNRNP I) (PYRIMIDINE-BINDING 
PROTEIN) (PYBP) 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST scpre 

E value 

Match length 

% identity 

NCBI Description 



199375 

55996_1.R1039 

g5046786 

BLASTX 

g3925363 

655 

1.0e-68 

169 
7 5 

(AF067961) homeodomain protein 



[Malus domestical 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



199376 

56003_1.R1039 

LIB3197-051-Q1-M1-G10 

BLASTX 

gl495273 

545 

8.0e-56 

124 

84 

(Z50752) sugar transporter [Arabidopsis thaliana] 
199377 

56005_1.R1039 
uC-gsflnu33B133hllbl 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199378 

56016_1.R1039 

uC-gsflmaxxa098h08bl 

BLASTX 

g629602 

409 

7.0e-40 

100 

76 

probable imbibition protein - wild cabbage 
>gi|488787|emb|CAA55893| (X79330) putative imbibition 
protein [Brassica oleracea] 



Seq. No. 
Contig ID 
5' -most EST 



199379 

56047_1.R1039 
g3325966 



26966 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199380 

56050JL.R1039 

LIB3197-013-P1-M1-G1 

BLASTX 

g2244866 

410 

1.0e-63 

193 
58 

(Z97337) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



199381 

56051J..R1039 
LIB3197-013-P1-M1-G10 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199382 

56057_1.R1039 

g5044763 

BLASTX 

g2853081 

530 

7.0e-54 

126 

79 

(AL021768) ATP binding protein - like [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199383 

56059_1.R1039 

LIB3197-013-P1-M1-H4 

BLASTX 

gl076318 

470 

8.0e-47 

176 

35 

dihydrolipoamide S-acetyltransf erase (EC 2.3.1. 12) 
precursor - Arabidopsis thaliana (fragment) 
>gi|559395|emb|CAA86300| (Z46230) dihydrolipoamide 
acetyltransf erase (E2) subunit of PDC [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199384 
56064_1 
LIB3197 
BLASTX 
g3176874 
402 

4.0e-39 

130 

61 

(AF065639) 
thaliana] 



R1039 

014-P1-M1-A3 



cucumisin-like serine protease [Arabidopsis 



Seq. No. 
Contig ID 



199385 

56074 1.R1039 
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5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3197-014-P1-M1-C12 

BLASTX 

g4103952 

294 

2.0e-26 

91 

65 

(AF029980) A37 
(AF029981) A37 



[Arabidopsis thaliana] >gi 14103954 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



199386 

56100_1.R1039 
uC-gsflmaxxa091a08bl 

199387 

56139_1.R1039 
LIB3197-015-P1-M1-E5 



Seq. No. 

Contig ID 
5 '-most EST 



199388 

56147_1.R1039 
LIB3197-015-P1-M1-F5 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



199389 

56153_1.R1039 

LIB3197-024-Q1-M1-E3 

BLASTX 

gl419390 

345 

4.0e-40 

131 

61 

(X98926) thylakoid-bound ascorbate peroxidase [Arabidops 
thaliana] 

199390 

56159_1.R1039 
g5045660 

199391 

56159_2.R1039 

LIB3197-015-P1-M1-H1 

BLASTX 

g2829911 

239 

1.0e-33 

119 

29 

(AC002291) Unknown protein [Arabidopsis thaliana] 
199392 

56217JL.R1039 

g5046702 

BLASTX 

g2244850 

576 

3.0e-59 
187 



26968 



% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



65 

(Z97337) hypothetical protein [Arabidopsis thaliana] 
199393 

56245_1.R1039 
uC-gsronu33B137gl2bl 

199394 

56246_1.R1039 
LIB3197-019-Q1-M1-A5 

199395 

56265_1.R1039 
LIB3197-024-Q1-M1-G10 

199396 

56290_1.R1039 

g5050731 

BLASTX 

g4314378 

334 

2.0e-32 

176 

47 

(AC006232) putative lipase [Arabidopsis thaliana] 
199397 

56301_1.R1039 

LIB3197-019-Q1-M1-F5 

BLASTX 

g4521249 

603 

2.0e-62 

181 

67 

(AB013912) DNA helicase [Mus musculus] 
199398 

56315_1.R1039 

LIB3197-057-Q1-M1-C3 

BLASTX 

g3892051 

227 

3.0e-28 

82 

79 

(AC002330) predicted NADH dehydrogenase 24 kD subunit 
[Arabidopsis thaliana] 

199399 

56334_1.R1039 

LIB3197-020-Q1-M1-B5 

BLASTX 

g3063710 

295 

2.0e-26 
69 
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% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



74 

(AL022537) putative protein [Arabidopsis thaliana] 
199400 

56340_1.R1039 

uC-gsflmaxxa061c09bl 

BLASTX 

g3386614 

502 

2.0e-57 
233 
39 

(AC004665) 
thaliana] 



putative transcription factor SF3 [Arabidopsis 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199401 

56344_1.R1039 

uC-gsflmaxxa091e02bl 

BLASTN 

g4321400 

42 

5.0e-14 

137 
86 

Helianthus annuus LIM domain protein PLIM-2 mRNA, complete 
cds 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199402 

56354_1.R1039 

LIB3197-020-Q1-M1-F5 

BLASTX 

g3695059 

496 

3.0e-50 

151 

66 

(AF064787) 
japonicus] 



rac GTPase activating protein 1 [Lotus 



Seq. No. 
Contig ID 
S'-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199403 

56356JL.R1039 
LIB3197-020-Q1-M1-G11 

199404 

56392JL.R1039 
LIB3197-021-Q1-M1-B8 

199405 

56412JL.R1039 

uC-gsronu33B139a03bl 

BLASTX 

g4469005 

252 

1.0e-22 

127 

46 

(AL035602) hypothetical protein [Arabidopsis thaliana] 
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Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199406 

56440_1.R1039 

g5044545 

BLASTX 

g3122638 

274 

2.0e-27 

154 

47 

PP1/PP2A PHOSPHATASES PLEIOTROPIC REGULATOR PRL1 
>gi|1076381|pir| IS49820 PRL1 protein - Arabidopsis thaliana 
>gi| 577733] emb |CAA58031| (X82824) PRL1 [Arabidopsis 
thaliana] >gi | 577735 I emb I CAA58032 | (X82825) PRL1 
[Arabidopsis thaliana] >gi | 2244947 | emb | CAB10369. 1 | (Z97339) 
PRL1 protein - Arabidopsis thaliana 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI' 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199407 

56447_1.R1039 

uC-gsronu33B166b09b2 

BLASTX 

g2979559 

232 

6.0e-19 

63 
68 

(AC003680) putative DNA binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199408 

56452JL.R1039 

uC-gsflmaxxa029cl0bl 

BLASTX 

g309557 

550 

2.0e-56 

119 

91 

(L21007) chaperonin 60 



[Zea mays] 



Seq. No. 
Contig ID 
5 T -most EST 



199409 

56460JL.R1039 
LIB3197-022-Q1-M1-A1 



Seq. No. 
Contig ID 
5 '-most EST 



199410 

56472_1.R1039 
LIB3272-008-P1-K1-G5 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



199411 

56495_1.R1039 

uC-gsronu33B076g05bl 

BLASTX 

g2257756 

145 

5.0e-09 

91 

46 



26971 



NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(U82815) nucleolar histone deacetylase HD2-p39 [Zea mays] 
>gi 1 3650466 (AF026917) histone deacetylase HD2-p39 [Zea 
mays] 

199412 

56497_1.R1039 

LIB3197-022-Q1-M1-D9 

BLASTX 

g3482979 

411 

5.0e-40 

119 

62 

(AL031369) putative protein [Arabidopsis thaliana] 
>gi|4567258 | gb | AAD23672 . 1 1 AC007070_21 (AC007070) 
hypothetical protein [Arabidopsis thaliana] 

199413 

56499_1.R1039 

LIB3197-022-Q1-M1-E12 

BLASTX 

gl351856 

1046 

1.0e-114 

216 

91 

ACONITATE HYDRATASE, CYTOPLASMIC (CITRATE HYDRO- LYAS E ) 
(ACONITASE) >gi|868003|dbj|BAA06108| (D29629) aconitase 
[Cucurbit a sp.] 

199414 

56501_1.R1039 

LIB3197-022-Q1-M1-E3 

BLASTX 

g2924509 

340 

8.0e-32 

131 

52 

(AL022023) subtilisin proteinase - like [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 f -most EST 



199415 

56513_1.R1039 
LIB3197-022-Q1-M1-F5 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199416 

56517_1.R1039 

g5049421 

BLASTX 

g2827552 

618 

2.0e-64 

159 

47 

(AL021635) predicted protein [Arabidopsis thaliana] 
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Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199417 

56518_1.R1039 

g5050252 

BLASTX 

g2706455 

397 

2.0e-38 

148 

48 

(AL021046) probable involvement in transcription initiation 
[Schizosaccharomyces pombe] 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199418 

56523JL.R1039 

LIB3197-022-Q1-M1-G5 

BLASTX 

g3249098 

360 

7.0e-34 

176 

52 

(AC003114) ESTs gb|T04610, gb|N38459, gb|T45174, gb|R30481 
and gb|N64971 come from this gene. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199419 

56549JL.R1039 

g3326641 

BLASTX 

g4220537 

402 

6.0e-39 

158 

50 

(AL035356) PsRT17-l like protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199420 

56559JL.R1039 

g5044339 

BLASTX 

g3420801 

828 

8.0e-89 , ■ 

247 

66 

(AF081066) IAA-amino acid hydrolase homolog ILL3 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



199421 

56566JL.R1039 
LIB3197-035-Q1-M1-E4 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



199422 

56588JL.R1039 

LIB3197-024-Q1-M1-A4 

BLASTX 

g 4454479 

176 
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E value 
Match length 
% identity 
NCBI Description 



1.0e-12 

40 

32 

(AC006234) putative riboflavin synthase alpha chain 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199423 

56593J..R1039 
g5045597 

199424 

56607_1.R1039 

g5049789 

BLASTX 

g4512686 

292 

7.0e-26 

69 

77 

(AC006931) hypothetical protein [Arabidopsis thaliana] 
>gi| 45593261 gb | AAD22988.1 | AC007087J7 (AC007087) 
hypothetical protein [Arabidopsis thaliana] 

199425 

56619JL.R1039 

g5048033 

BLASTX 

g4455309 

487 

6.0e-49 

139 

69 

(AL035528) hypothetical protein [Arabidopsis thaliana] 
199426 

56636J..R1039 

LIB3272-021-P1-K1-G8 

BLASTX 

g3953471 

346 

1.0e-32 

115 

62 

(AC002328) F2202.16 [Arabidopsis thaliana] 
199427 

56641_1.R1039 

g5050231 

BLASTX 

g3122152 

217 

3.0e-17 

124 

37 

GLUCOSE INHIBITED DIVISION PROTEIN B >gi I 629285 |pir | | S48581 
hypothetical protein - Mycoplasma capricolum (SGC3) 
(fragment) >gi I 950065 | emb | CAA83698 | (Z33013) 
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methyltransferases [Mycoplasma capricolum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199428 

56643_1.R1039 

LIB3197-024-Q1-M1-H11 

BLASTX 

gl708191 

341 

5.0e-32 

108 

61 

HEXOSE CARRIER PROTEIN HEX 6 >gi 1467319 (L08188) hexose 
carrier protein [Ricinus communis] 



199429 

56646_1.R1039 

uC-gs f ImaxxaO 67g0 9b 1 

BLASTX 

g2388710 

521 

5.0e-53 

144 

69 

(AF017150) betaine aldehyde dehydrogenase 
hypochondr iacus ] 



[Amaranthus 



199430 

56693_1.R1039 

LIB3197-026-Q1-M1-B10 

BLASTX 

g2290528 

557 

4.0e-57 

182 

54 

(U94746) AT AN 11 [Arabidopsis thaliana] 
199431 

56721_1.R1039 

uC-gsronu33B004f05bl 

BLASTX 

g3395431 

291 

7.0e-26 

152 

44 

(AC004683) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



199432 

56734_1.R1039 
LIB3272-008-P1-K1-C7 



Seq. No. 
Contig ID 
5 '-most EST 



199433 

56734_2.R1039 
LIB3272-028-P1-K1-H8 



Seq. No. 



199434 
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Contig ID 
5 f -most EST 

Seq. No. 
Contig ID 
5 r -most EST 



56744J..R1039 
uC-gsflnu33B137a02bl 

199435 

56770JL.R1039 
LIB3197-027-Q1-M1-A4 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199436 

56772_1.R1039 

LIB3197-027-Q1-M1-A6 

BLASTX 

gll74470 

316 

4.0e-29 

88 
61 

OLIGOSACCHARYL TRANSFERASE STT3 SUBUNIT HOMOLOG (B5) 
(INTEGRAL MEMBRANE PROTEIN 1) >gi| 508543 (L34260) integral 
membrane protein 1 [Mus musculus] >gi | 1588285 | prf | | 2208301A 
integral membrane protein [Mus musculus] 



Seq. No. 


199437 


Contig ID 


56778_1 .R1039 


5' -most EST 


LIB3197-027-Q1-M1-B12 


Method 


BLASTX 


NCBI GI 


g2558655 


BLAST score 


516 


E value 


3.0e-52 


Match length 


241 


% identity 


48 


NCBI Description 


/ 71 /"< O A O T EI A \ VT — _5 ^ _! ^ 4. • ^ -w-» ~] -twin ■(- m ir\ <A 

(ACuu^oo4) No detimtion line rouna 


Seq. No. 


199438 


Contig ID 


56784 1.R1039 


5 '-most EST 


LIB3272-019-P1-K1-B2 


Seq. No. 


199439 


Contig ID 


56796 1.R1039 


S'-most EST 


LIB3197-027-Q1-M1-D10 


Method 


BLASTX 


NCBI GI 


g3608137 


BLAST score 


285 


E value 


2.0e-25 


Match length 


145 


% identity 


43 


NCBI Description 


(AC005314) unknown protein [Arabidop 


Seq. No. 


199440 


Contig ID 


56801 1.R1039 


5' -most EST 


LIB3197-027-Q1-M1-D4 


Method 


BLASTX 


NCBI GI 


g3660467 


BLAST score 


394 


E value 


3.0e-38 


Match length 


115 


% identity 


69 


NCBI Description 


(AJ001807) succinyl-CoA-ligase alpha 
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thaliana] 



Seq. No, 

Contig ID 

5 ? -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199441 

56804J..R1039 

uC-gsflnu33B082c02bl 

BLASTX 

gl399273 

337 

2.0e-31 

138 
53 

(U31834) calmodulin-domain protein kinase CDPK isoform 5 
[Arabidopsis thaliana] >gi I 3080419 | emb I CAA18738 | (AL022604) 
calmodulin-domain protein kinase CDPK isoform 5 (CPK5) 
[Arabidopsis thaliana] 

199442 

56807JL.R1039 

LIB3197-027-Q1-M1-E10 

BLASTX 

g3738324 

325 

5.0e-30 

124 

50 

(AC005170) GMP synthase-like protein [Arabidopsis thaliana] 
199443 

56814JL.R1039 

LIB3197-027-Q1-M1-E6 

BLASTX 

g3337356 

587 

7.0e-61 

119 

97 

(AC004481) putative protein transport protein SEC61 alpha 
subunit [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



199444 

56840_1.R1039 

g5049654 

BLASTX 

gl477468 

392 

1.0e-37 

186 
45 

(U35244) vacuolar protein sorting homolog r-vps33a [Rattus 
norvegicus] 

199445 

56848_1.R1039 

uC-gsflmaxxa040e04bl 

BLASTX 

g3157943 

381 
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E value 
Match length 
% identity 
NCBI Description 



9.0e-37 

117 

60 

(AC002131) Contains similarity to BAP 31 protein gb 1X81816 
from Mus musculus. [Arabidopsis thaliana] 



C r"T Wa 
O C • IN \J • 


1 QQ4 4 

X .7 .7 *± T U 


^UliL±^ X U 


■J \J J \J 2 X • I\X VJ J .7 


O IUOSL £j0 1 


t tr^i q7_r)9fl-ni -Ml -f^ 


TVjf 4* r*\ 


DXj/IO 1 A 


INV_,.DX ul 


rrl 041 7fi 
y X Utl /UO 


Q T SOT 1 csriAva 

oixfio i score 


ft 4 4 
O ft 


111 value 


p n 0 _q i 
O • Uc j 1 


i\i a. c^ii xciiyun 


X / i. 


^ xaentn-y 


ft £ 


NCBI Description 


(U30480) expansin At-EXP6 [Arabidopsis thaliana] 


oeq. jno • 


1 QQ447 


L/Onxig ijj 


R£Q4 ^ 1 PI fl *}Ci 


CT T _ 4— "Corn 

o -most bbi 


T TTS^I QT nOQ f~\1 Ml DO 


_ J- "l_ 

Jxternoa 


DT 7\ C TV 


MfDT nj 
lN^Bl bl 


rr4^flQ^R1 
y *i 5D01 


BLAST score 


-D Q A 


E value 




Match length 


1 AO 


^ xcienxxL^y 




NCBI Description 


(AC006930) R33423_l [Homo sapiens] 


oeq* wo. 


1 QQ4 A ft 


z~v -v-v -|- -J « T T"\ 

uoucig id 


^fiQ^ 1 Rl 0*3Q 


CI mn<r ,4- DPT 


jjiDjiy /— u/y— yi— mi— U / 


Method 


£5XjAo 1 A 


JNUol bl 


go 0.3 / jju 


niiAbi score 


t 1 a a 
114 o 


E value 


i . ue uo 


L v laT-CU lcliytn 


94*3 
z *t o 


laeiiLiLy 


ft Q 




/Z\Pnn44ft1 ^ mi t" a +■ ■? Tro n& mm&a TZVyaV^nH oihq t q "hVial i ana 


Seq. No. 


199449 


Contig ID 


56957 1.R1039 


5' -most EST 


LIB3197-029-Q1-M1-D11 


Method 


BLASTX 


NCBI GI 


g3860263 


BLAST score 


330 


E value 


9.0e-31 


Match length 


85 


% identity 


68 


NCBI Description 


(AC005824) putative cytochrome p450 protein [Arabi 



thaliana] 



Seq. No, 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



199450 

56959_1.R1039 

g5048312 

BLASTX 

g2497543 

446 
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E value 
Match length 
% identity 
NCBI Description 



4.0e-44 

99 

81 

PYRUVATE KINASE, CYTOSOLIC ISOZYME >gi | 542061 | pir | [ S41379 
pyruvate kinase - common tobacco >gi | 444023 | emb I CAA82628 I 
(Z29492) pyruvate kinase [Nicotiana tabacum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Contig ID 
5' -most EST 



199451 

56964JL.R1039 

LIB3197-029-Q1-M1-D9 

BLASTN 

g2244901 

37 

3.0e-ll 

152 
81 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

199452 

56965JL.R1039 
LIB3197-029-Q1-M1-E3 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199453 

56998JL.R1039 

LIB3197-029-Q1-M1-H1 

BLASTX 

g4406789 

453 

4.0e-45 
111 
79 

(AC006532) 
thaliana] 



putative glutamate decarboxylase [Arabidopsis 



Seq. No. 
Contig ID 
5' -most EST 



199454 

57000J..R1039 
g5045076 



Seq. No. 
Contig ID 
5 '-most EST 



199455 

57034JL.R1039 
LIB3197-030-Q1-M1-C3 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199456 

57043JL.R1039 

LIB3197-030-Q1-M1-D4 

BLASTN 

g2656032 

36 

1.0e-10 

165 

84 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MZF18 



Seq. No. 
Contig ID 



199457 

57061 1.R1039 
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5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3197-030-Q1-M1-G4 

BLASTX 

gll74470 

261 

5.0e-31 

121 

59 

OLIGOSACCHARYL TRANSFERASE STT3 SUBUNIT HOMOLOG (B5) 
(INTEGRAL MEMBRANE PROTEIN 1) >gi | 508543 (L34260) integral 
membrane protein 1 [Mus musculus] >gi | 1588285 | prf | | 2208301A 
integral membrane protein [Mus musculus] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199458 

57100_1.R1039 

LIB3272-029-P1-K1-D10 

BLASTX 

g3377813 

413 

3.0e-40 

157 

54 

(AF076275) No definition line found [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199459 

57100_2.R1039 

LIB3272-029-P1-K1-D12 

BLASTX 

g3377813 

499 

5.0e-54 

222 

55 

(AF076275) No definition line found [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199460 

57107JL.R1039 

uC-gsronu33B162cl2b2 

BLASTX 

g3885343 

244 

3.0e-20 

192 

44 

(AC005623) hypothetical protein 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199461 

57128_1.R1039 

LIB3197-031-Q1-M1-H1 

BLASTX 

g2462744 

434 

1.0e-42 

184 

49 

(AC002292) Hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



199462 
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Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% , identity 

NCBI Description 



57154_1.R1039 

uC-gsflnu33B026c08bl 

BLASTX 

g4544399 

675 

4.0e-71 

156 
85 

(AC007047) 
thaliana] 



putative beta-ketoacyl-CoA synthase [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199463 

57158_1.R1039 

uC-gsflnu33B062b01bl 

BLASTX 

g2499535 

356 

2.0e-37 

107 

66 

2-OXOGLUTARATE/MALATE TRANS LOCATOR PRECURSOR >gi| 595681 
(U13238) 2-oxoglutarate/malate translocator [Spinacia 
oleracea] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



199464 

57174_1.R1039 

g5045814 

BLASTX 

g3873837 

174 

3.0e-12 

102 

35 

(Z81029) Similarity to S.pombe hypothetical protein 
C1D4.09C (SW:Q10154); cDNA EST EMBL:T00543 comes from this 
gene; cDNA EST EMBL:T01062 comes from this gene; cDNA EST 
EMBL:T01321 comes from this gene; cDNA EST EMBL:T0228.B com 

199465 

57179_1.R1039 
LIB3197-033-Q1-M1-E5 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 



199466 

57182JL.R1039 

LIB3197-060-Q1-M1-B7 

BLASTX 

g!245343 

261 

2.0e-22 

92 

54 

(U50194) tripeptidylpeptidase II 
199467 

57223JL.R1039 

LIB3197-034-Q1-M1-B11 

BLASTX 



[Rattus norvegicus] 
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NCBI GI 


g3395432 


BLAST score 


172 


E value 


o . ue-iz 


Match length 


/ 4 


% identity 


53 


NCBI Description 


(ACUU4ooo) unJcnown protein [Araoiaopsis tnaiianaj 


Seq. No. 


i y y 4 bo 


uontig id 


D 1 ZoU 1 . K1U ox 


0 — IuOSH HjoI 


T TTJ^I QT — n~ZA _m —Ml _QQ 
LlDJiy I"Uj4 yl Ml DO 


Ddei-noo. 


D-UfiO 1 A 


NCBI GI 


g3047111 


BLAST score 


362 


E value 


j . ue~ j4 


Match length 


yj 


-6 identity 


oU 


NCBI Description 


(ArUobyiy) No aexmition line round [Araoiaopsis tnaiiana, 


Seq. No. 


199469 


Contig ID 


57275 1.R1039 


o -most EST 


gou4ozy d 


Metnoa 


T3T TV CTV 


NCBI GI 


g4467116 


BLAST score 


279 


E value 


z . 0e-z4 


Match length 


143 


% identity 


46 


NCBI Description 


(AL035538) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


199470 


Contig ID 


57295_1 .R1039 


o -most EbT 


t Totji qi nut; ni mri ao 
Itlooiy / — UoO-yi-Ml-AZ 


Method 


TIT Tl OmVT 

BLASTX 


NCBI GI 


g4567312 


BLAST score 


167 


E value 


1 * Ue-ll 


Matcn lengtn 


/Z 


?> iaennry 


ft 4 


NCBI Description 


(AC005956) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


199471 


Contig ID 


57297 1.R1039 


o -most EST 


uC-gsrlmaxxauo9eU /ol 


Method 


BLAoTX 


NUol <jl 


gziz y / jj 


BLAST score 


381 


E value 


1.0e-36 


Match length 


95 


% identity 


67 


NCBI Description 


threonine synthase (EC 4.2.99.2) precursor - Arabidopsis 



thaliana (fragment) >gi 11448917 (L41666) threonine synthase 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



199472 

57304_1.R1039 

g5046178 

BLASTX 
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# 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll3742 
463 

4.0e-46 

205 

46 

AMI NO PEPTIDASE N (ALPHA-AMINOACYLPEPTIDE HYDROLASE) 

>gi 1 147142 (M15273) peptidase N [Escherichia coli] 

>gi | 147144 (M15676) aminopeptidase N [Escherichia coli] 

>gi 11787163 (AE000195) aminopeptidase N [Escherichia coli] 

>gi|4062498|dbj |BAA35684| (D90731) Aminopeptidase n (EC 

3.4.11.2) (alpha-aminoacylpeptide hydrolase). [Escherichia 

coli] 



Seq. No. 
Contig ID 
5 ! -most EST 



199473 

57338_2.R1039 
LIB3197-041-Q1-M1-C3 



Seq. No. 
Contig ID 
5 T -most EST 



199474 

57339_1.R1039 
LIB3197-035-Q1-M1-E2 



Seq. No. 

Contig ID 
5 T -most EST 



199475 

57342_1.R1039 
LIB3197-035-Q1-M1-E5 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199476 

57381_1.R1039 

uC-gs f ImaxxaO 8 8 dO 9bl 

BLASTX 

g479413 

219 

4.0e-18 

94 

50 

myosin-like protein - Arabidopsis thaliana 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199477 

57386J..R1039 

LIB3197-044-Q1-M1-E9 

BLASTX 

gll74718 

144 

7.0e-ll 

130 

39 

PUTATIVE RECEPTOR PROTEIN KINASE TMK1 PRECURSOR 
>gi| 322579|pir | | JQ1674 receptor protein kinase TMK1 (EC 
2.7.1.-) precursor - Arabidopsis thaliana >gi 1166888 
(L00670) protein kinase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



199478 

57397_1.R1039 

g5049281 

BLASTX 

g2789660 

738 

2.0e-78 



26983 



Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5" -most EST 



194 
74 

(AF040102) pl05 [Arabidopsis thaliana] 



199479 

57407JL.R1039 
LIB3272-024-P1-K1-E4 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199480 

57421JL.R1039 

LIB3272-041-P1-K1-E4 

BLASTX 

g3880602 

228 

3.0e-18 

236 

24 

(Z82080) cDNA EST EMBL:D66071 comes from this gene; cDNA 
EST yk274a!0.3 comes from this gene; cDNA EST yk289fl2.3 
comes from this gene; cDNA EST yk289fl2.5 comes from this 
gene; cDNA EST yk274al0.5 comes from this gene; cDNA ES 

199481 

57434JL.R1039 

LIB3197-039-Q1-M1-C12 

BLASTX 

g4490308 

622 

1.0e-64 

159 

79 

(AL035678) putative protein [Arabidopsis thaliana] 
199482 

57436_2.R1039 

LIB3197-039-Q1-M1-C3 

BLASTX 

g2827537 

421 

2.0e-41 

120 
68 

(AL021633) putative zinc finger protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



•R1039 

-039-Q1-M1-G11 



199483 
574 62JL. 
LIB3197- 
BLASTX 
g3914996 
206 

3.0e-16 

45 

87 

PHOSPHOSERINE AMINOTRANSFERASE PRECURSOR (PSAT) 
>gi|1665831|dB5'|BAA13640r (B88541) phosphoserine 
aminotransferase [Arabidopsis thaliana] 



26984 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



>gi 12804260 | dbj |BAA24441| (AB010408) phosphoserine 
aminotransferase [Arabidopsis thaliana] 
>gi I 3367581 1 emb | CAA20033 | (AL031135) phosphoserine 
aminotransferase [Arabidopsis thaliana] 

199484 

57483JL.R1039 

LIB3197-040-Q1-M1-B5 

BLASTX 

g4204695 

423 

1.0e-41 

152 
59 

(AF117062) putative inositol polyphosphate 5-phosphatase 
AtSPl [Arabidopsis thaliana] 

199485 

57484_1.R1039 
uC-gsronu33B047c!2bl 

199486 

57498_1.R1039 

LIB3272-014-P1-K1-D5 

BLASTX 

g4103324 

589 

5.0e-61 

129 

89 

(AF022716) GDP-mannose pyrophosphorylase [Solanum 
tuberosum] 

199487 

57505_1.R1039 
g5048135 

199488 

57532_1.R1039 

g3326268 

BLASTX 

g2827529 

258 

5.0e-22 

122 

45 

(AL021633) putative protein [Arabidopsis thaliana] 
199489 

57548_1.R1039 
uC-gsronu33B019fl0bl 

199490 

57550J..R1039 

LIB3197-040-Q1-M1-H6 

BLASTX 

g3451075 



26985 



II 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 f -most EST 



370 

2.0e-35 

103 

64 

(AL031326) 



putative protein [Arabidopsis thaliana] 



199491 

57551JL.R1039 

uC-gsflmaxxa040h05bl 

BLASTX 

g4309726 

117 

3.0e-ll 

92 

52 

(AC006439) hypothetical protein 
199492 

57551_2.R1039 

uC-gsflnu33B093g06bl 

BLASTX 

g2347198 

368 

4.0e-35 

86 

80 

(AC002338) hypothetical protein 



[Arabidopsis thaliana] 



[Arabidopsis thaliana] 



199493 

57589JL.R1039 

LIB3197-041-Q1-M1-D4 

BLASTX 

gl785622 

349 

1.0e-32 

101 
68 

(Z84202) ORFc [Arabidopsis thaliana] 
199494 

57593_1.R1039 

LIB3197-041-Q1-M1-D8 

BLASTX 

g3122386 

512 

3.0e-52 

113 

83 

WD-40 REPEAT PROTEIN MSI1 >gi 12394227 (AF016845) 
repeat protein [Lycopersicon esculentum] 

199495 

57604_1.R1039 
LIB3197-041-Q1-M1-E7 



WD-40 



Seq. No. 
Contig ID 



199496 

57613 1.R1039 



26986 



5' -most EST 



LIB3197-053-Q1-M1-F8 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199497 

57615J..R1039 

LIB3197-041-Q1-M1-F8 

BLASTX 

g2275210 

188 

4.0e-14 

97 

44 

(AC002337) peptidyl -prolyl cis-trans isomerase isolog 
[Arabidopsis thaliana] 



Seq. No. 


199498 


Contig ID 


57624 1.R1039 


5 ' -most EST 


LIB3272-001-P1- 


Method 


BLASTX 


NCBI GI 


gl652434 


BLAST score 


177 


E value 


8.0e-13 


Match length 


51 


% identity 


65 


NCBI Description 


(D90905) N-ace- 


Seq. No. 


199499 


Contig ID 


57632_1.R1039 


5 '-most EST 


LIB3197-041-Q1 


Method 


BLASTX 


NCBI GI 


g2749939 


BLAST score 


525 


E value 


3.0e-53 


Match length 


204 


% identity 


56 


NCBI Description 


(U70999) CCS1 




(U71000) CCS1 


Seq. No, 


199500 


Contig ID 


57655 1.R1039 


5' -most EST 


g5048368 


Seq. No. 


199501 


Contig ID 


57666 1.R1039 


5' -most EST 


g5044312 


Method 


BLASTX 


NCBI GI 


g2623300 


BLAST score 


419 


E value 


1.0e-40 


Match length 


302 


% identity 


50 



NCBI Description 



(AC002409) putative protein phosphatase 2C [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 T -most EST 



199502 

57671J..R1039 
LIB3197-043-Q1-M1-A4 



26987 



# 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



199503 

57685_1.R1039 

g3325848 

BLASTX 

g2335098 

309 

5.0e-42 

139 

65 

(AC002339) unknown protein [Arabidopsis thaliana] 
199504 

57701_1.R1039 

g5045013 

BLASTX 

g4519417 

316 

7.0e-29 

88 

65 

(AB024327) WD-40 repeat protein [Homo sapiens] 
199505 

57704JL.R1039 

uC-gsflmaxxa038dl0bl 

BLASTX 

g2245378 

523 

4.0e-53 

224 

52 

(U83245) auxin response factor 1 [Arabidopsis thaliana] 
199506 

57722_1.R1039 

g5048345 

BLASTX 

g266463 

951 

1.0e-lll 

241 

87 

3-1 SOPROPYLMALATE DEHYDROGENASE PRECURSOR (BETA-IPM 
DEHYDROGENASE) (IMDH) (3-IPM-DH) >gi I 82259 | pir | | S25670 
3-isopropylmalate dehydrogenase (EC 1.1.1.85) precursor - 
potato >gi|22643|emb|CAA47720| (X67310) 3-isopropylmalate 
dehydrogenase [Solanum tuberosum] >gi | 445064 | prf | [1908380A 
beta isopropylmalate dehydrogenase [Solanum tuberosum] 

199507 

57740_1.R1039 
LIB3197-044-Q1-M1-E7 

199508 

57747_1.R1039 
LIB3197-044-Q1-M1-F2 



26988 



beq. No. 




Contig ID. 


o77S8 1.R1039 


R ' m Aof TOT 1 


gououooo 






NCBI GI 


g4508079 


BLAST score 


598 


E value 


o . ue-oz 


Match, length. 


i in 
Iff 


% identity 


£■ £■ 


NCBI Description 


(AC005882) 66284 [Arabidopsis 


Seq. No. 


lyyoiu 


Contig ID 


57847 1.R1039 


C 1 _Tn/-\fi-t- COT 1 

D -IuOSl Hibl 


t tdh <n hac /-m \ki r*n 
LlBoiy ;-U4o-Ql-Mi-G3 


LxietnoQ 


T3T 7\ C3TY 


NCBI GI 




BLAST score 


352 


E value 


2.0e-33 


Match length 


124 


% identity 


56 


NCBI Description 


(U93215) maize transposon MuDR 



[Arabidopsis thaliana] >gi 12880040 
transposon MuDR mudrA-like protein 



(AC002340) maize 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



199511 

57850_1.R1039 

LIB3197-060-Q1-M1-E6 

BLASTX 

g2129578 

229 

4.0e-34 

141 

62 

dTDP-glucose 4-6-dehydratases homolog - Arabidopsis 
thaliana >gi | 928932 | emb | CAA8 9205 | (Z4 9239) homolog of 
dTDP-glucose 4-6-dehydratases [Arabidopsis thaliana] 
>gi| 1585435 Iprf | I2124427B diamide resistance gene 
[Arabidopsis thaliana] 

199512 

57901JL.R1039 

LIB3197-046-Q1-M1-D7 

BLASTX 

g4406780 

680 

2.0e-71 

153 
80 

(AC006532) putative multispanning membrane protein 
[Arabidopsis thaliana] 

199513 

57912_1.R1039 

LIB3197-046-Q1-M1-E8 

BLASTX 

g3763932 

219 



26989 



II 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



9.0e-18 

68 

62 

(AC004450) putative protein kinase [Arabidopsis thaliana] 
199514 

57918JL.R1039 

g5047345 

BLASTX 

g4138912 

589 

7.0e-61 

129 

78 

(AF059487) expansin precursor [Lycopersicon esculentum] 
199515 

57932_1.R1039 

uC-gsflmaxxa04 6b02bl 

BLASTX 

g2213425 

439 

2.0e-43 

88 

48 

(Z97064) hypothetical protein [Citrus x paradisi] 
199516 

57932_2.R1039 

uC-gsflnu33B022fl0bl 

BLASTX 

g3738331 

254 

8.0e-22 

53 

81 

(AC005170) unknown protein [Arabidopsis thaliana] 
199517 

57932_3.R1039 

LIB3197-046-Q1-M1-G8 

BLASTX 

g2213425 

379 

1.0e-36 

110 

42 

(Z97064) hypothetical protein [Citrus x paradisi] 
199518 

57939JL.R1039 

LIB3197-04 6-Q1-M1-H4 

BLASTX 

gl764100 

422 

1.0e-41 

111 



26990 



% identity 

NCBI Description 



Seq. No. 

Contig ID 
5* -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



75 

(U81805) GDP-D-mannose-4 r 6-dehydratase [Arabidopsis 
thaliana] 

199519 

57940_1.R1039 
uC-gs f lmaxxa 0 0 6bl Ob 1 

199520 

57945_1.R1039 
g5045288 
BLASTX 
g3420751 
493 

1.0e-49 

173 
55 

(AF079448) cytochrome c oxidase assembly protein 
[Dictyostelium discoideum] 

199521 

57980_1.R1039 
LIB3197-047-Q1-M1-D3 
BLASTX 
gl35535 
757 

l*0e-80 
169 
89 

T-COMPLEX PROTEIN 1, ALPHA SUBUNIT 
(CCT-ALPHA) >gi|322602|pir| IJN0448 

Tcp-1 - Arabidopsis thaliana >gi | 217871 | dbj | BAA01955 
(D11351) t-complex polypeptide 1 homologue [Arabidopsis 
thaliana] >gi | 2326265 | dbj | BAA2 1772 | (D11352) CCT 
alpha/TCP-1 [Arabidopsis thaliana] 



(TCP-1-ALPHA) 
t-complex polypeptide 



Seq. No. 


199522 . 


Contig ID 


57989 1.R1039 


5 '-most EST 


LIB3197-047-Q1-M1-E12 


Method 


BLASTX 


NCBI GI 


g4539351 


BLAST score 


744 


E value 


4.0e-79 


Match length 


204 


% identity 


70 


NCBI Description 


(AL035539) putative prot 


Seq. No. 


199523 


Contig ID 


58012 1.R1039 


5' -most EST 


LIB3197-047-Q1-M1-G5 


Method 


BLASTX 


NCBI GI 


g3775987 


BLAST score 


500 


E value 


7.0e-51 


Match length 


118 


% identity 


86 


NCBI Description 


(AJ010457) RNA helicase 



26991 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5" -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199524 

58017_1.R1039 

LIB3197-047-Q1-M1-H11 

BLASTX 

g3769671 

212 

1.0e-16 

94 

48 

(AF095284) Tic22 [Pisum sativum] 
199525 

58044JL.R1039 

g5050781 

BLASTX 

g2388564 

154 

7.0e-10 

123 

38 

(AC000098) ESTs gb | AA042402, gb | ATTS1380 
gene. [Arabidopsis thaliana] 



come from this 



199526 

58050_1.R1039 
LIB3197-048-Q1-M1-H8 

199527 

58056_1.R1039 
uC-gsronu33B108a09bl 

199528 

58057_1.R1039 
g3325862 

199529 

58110_1.R1039 

uC-gsflmaxxa038b07bl 

BLASTX 

g2842490 

411 

5.0e-40 

146 

58 

(AL021749) heat-shock protein [Arabidopsis thaliana] 
199530 

58111_1.R1039 

g5047942 

BLASTX 

g4510406 

784 

9.0e-84 

202 

72 

(AC006587) putative protein kinase [Arabidopsis thaliana] 



26992 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
^E value 
Match length 
% identity 
NCBI Description 



199531 

58139_1.R1039 

g5044807 

BLASTX 

g2586127 

396 

1.0e-40 

195 

45 

(U89510) b-keto acyl reductase [Hordeum vulgare] 
199532 

58177JL.R1039 
uC-gsronu33B002b04bl 

199533 

58201_1.R1039 

LIB3197-050-Q1-M1-H8 

BLASTX 

gll68750 

169 

6.0e-12 

77 

47 

CALCINEURIN B SUBUNIT (PROTEIN PHOSPHATASE 2B REGULATORY 
SUBUNIT) >gi | 458230 (U04380) calcineurin B [Naegleria 
gruberi] 

199534 

58203_1.R1039 
LIB3197-051-Q1-M1-A7 

199535 

58215_1.R1039 

uC- gs f lmaxxa 0 4 3b 1 lb 1 

BLASTX 

g2384673 

250 

2.0e-21 

72 

62 

(AF012658) putative potassium transporter AtKT3p 
[Arabidopsis thaliana] 

199536 

58309_1.R1039 

LIB3197-052-Q1-M1-D3 

BLASTX 

gl722933 

248 

1.0e-20 

208 
35 

HYPOTHETICAL 39.2 KD PROTEIN CY427.09C 

>gi(1261930|emb|CAA94651| (Z70692) hypothetical protein 
Rv2228c [Mycobacterium tuberculosis] 



26993 



# 



Seq. No. 1 


199537 


Contig ID 


58332 1.R1039 


5' -most EST 


uC-gsf Imaxxa088cl2bl 


Seq. No. 


199538 


Contig ID 


58336 1.R1039 


5' -most EST 


g5050799 


Method 


BLASTX 


NCBI GI 


g2827621 


BLAST score 


624 


E value 


5.0e-65 


Match length 


156 


% identity 


74 


NCBI Description 


(AL021636) putative \ 


Seq. No. 


199539 


Contig ID 


58362 1.R1039 


5' -most EST 


uC-gsf Imaxxa043dl0bl 


Method 


BLASTX 


NCBI GI 


gl749546 


BLAST score 


223 


E value 


5.0e-18 


Match length 


98 


% identity 


52 


NCBI Description 


(D89169) similar to ! 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



pombe] 
199540 

58368JL.R1039 

LIB3272-007-P1-K1-A4 

BLASTX 

g2494905 

220 

9.0e-18 

127 

41 

MICROTUBULE-ASSOCIATED PROTEIN YTM1 >gi | 2132107 | pir | | S67174 
hypothetical protein YOR272w - yeast (Saccharomyces 
cerevisiae) >gi 1 1279699 | emb | CAA61778 | (X89633) hypothetical 
protein [Saccharomyces cerevisiae] 
>gi|1420610|emb|CAA99497| (Z75180) ORF YOR272w 
[Saccharomyces cerevisiae] >gi 11928989 (U92821) 
microtubule-associated protein [Saccharomyces cerevisiae] 

199541 

58382JL.R1039 

LIB3197-053-Q1-M1-C5 

BLASTX 

g3914467 

373 

6.0e-43 

145 

61 

26S PROTEASOME REGULATORY SUBUNIT S3 (NUCLEAR ANTIGEN 21D7) 
>gi|1864003|dbj |BAA19252| (AB001422) 21D7 [Nicotiana 



26994 



o 



tabacum] 



Seq. No. 


199542 


Contia ID 


58407 1 R1039 


5 1 -most EST 


LIB31^7-053-Ol-Ml-F10 




199543 


Contia ID 


58418 1 R1039 


S * — mn<=:t- FQT 

>J ill WO L. I_j ij J. 


T,TR31^7-0 S^-OI -Ml —HI 


Sea No 


199544 


Contig ID 


58446 1.R1039 


5 '-most EST 


g5049543 


Method 


BLASTX 


NCBT QT 




BLAST qpnrp 


1107 


E value 1 

1—1 V (_i _L U. V_» 


1 Oe-121 


i - r 1 Vi 1 e_TtrTt~h 
liC-S-UII _LtiJ.iyL.il 


964 




81 




V/vLiuo±uu ft y pu tax i v e protein 




X _7 _7 ( i J 


Contia TO 


^8480 1 R103Q 

JU.OU X • I\X U JJ 


5 1 -most EST 


uC-asronu33B156h07bl 

W O -JL V-/ A x \nL w JLJ _JL n»/ -L Jk v / -k_/ JL 


Method 


BLASTX 


NCBI GI 


g2842704 


BLAST score 


507 


E value 


4.0e-53 


Match length 


246 


% identity 


20 


NCBI Description 


HYPOTHETICAL 73.3 KD PROTEIN 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5* -most EST 



>gi| 1644326|emb|CAB03616| (Z81317) serine rich pumilio 
family rna binding domain protein [Schizosaccharomyces 
pombe] 

199546 

58512_1.R1039 
LIB3197-054-Q1-M1-H10 

199547 

58521J..R1039 

LIB3197-054-Q1-M1-H9 

BLASTX 

g!213460 

532 

4.0e-54 

230 

47 

(U03374) C subunit of V-ATPase [Amblyomma americanum] 
199548 

58539JL.R1039 
g5050275 

199549 

58541JL.R1039 
g3326448 



26995 




Method 


BLASTX 


NCBI -GI 


g3694872 


BLAST score 


496 


E value 


3.0e-50 


Match length 


116 


% identity 


80 


NCBI Description 


(AF092547) profilin [Ricinus communis] 


Sea. No. 


199550 


Contig ID 


58562 1.R1039 


5' -most EST 


LIB3197-055-Q1-M1-G5 


Method 


BLASTX 


NCBI GI 


g4490316 


BLAST score 


402 


E value 


7.0e-39 


Match lenath 


240 


% identitv 


40 


NCBI Description 


(AL035678) nucellin— like protein [Arabidopsis thaliana] 


Sea No 


199551 


Contia ID 


58659 1 R1039 


5 f -most EST 


LIB3272-027-P1-K1-C3 


Method 


BLASTX 


NCBI GI 


g3881978 


BLAST score 


682 


E valup 

J—J V X. 1*X^ 


3 0e-87 


Match lenath 


245 


?; "i dprit" 1 1" v 


48 


NfORT Dpqrrinti nn 


\ j, j.ij?o j aiiiiCAxix xxj^c pi.ui.ciH i_ nc vx x a. y W oauivaj 


Qppf Nn 




Poni* i rr TH 

^> Wil 1 L y X Lf 




5' -most EST 


iiC-a«3flmaxx:a097e01bl 


Method 


BLASTX 


NCBI GI 


g4455221 


BLAST score 


350 


E value 


5 0e-33 


Match length 


89 


% identity 


78 


NCBI Descrintion 


f ATiO^ 4 0 ^ nut 3 1 "i ve* nrntpi n TATsbi r5o"n c i"i th^li^rial 

^ r-i i t\ j ^ *3 "f V./ y kjf U. lr d la X V w N' -*- ^- CAli |_ CI*-/ J. LtVL/ O -J- kD l_ lid -L. XCllIU J 


Sea No 


199553 


Contia ID 


■58692 1 R1039 


5 '-most EST 


LIB31'97-057-Ol-Ml-Dll 


Method 


BLASTX 


NCBI GI 


g3047085 


BLAST score 


1246 


E value 


1 . 0e-137 

X, * \J w x. r 


Match le*na1"h 


320 


% "i dpnl" "i i" v 

O -1- V^L^Xj. t_ _U L. y 


75 




\t\Z \J *J O -7 X ft / INW UCl J.n±LlUIl X-L llfci .LULUlvJ. CLU X <J,UJU O X o UllCLXXClIlCl 


Seq. No. 


199554 


Contig ID 


58716 1.R1039 


5 '-most EST 


LIB3197-058-Q1-M1-C3 


Method 


BLASTX 


NCBI GI 


g3025299 



26996 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 



152 

7.0e-10 

125 
31 

HYPOTHETICAL 62.3 KD PROTEIN T29M21.25 >gi 12088660 
(AF002109) ABC1 isolog [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



199555 

58718JL.R1039 
uC-gsflmaxxa097al2bl 

199556 

58737_1.R1039 
LIB3197-057-Q1-M1-H12 





1 _7_?00 / 


Contig ID 


58758 1.R1039 


5 '-most EST 


LIB3197-058-Q1-M1-D1 


JMernoa 


BLASTX 




goiyjzo4 


BLAoT score 


604 


E value 


2 . Oe-62 


Match length 


z yi 


% identity 


44 


NCBI Description 


(AF069298) No definition line found [Arabidopsis thaliana 


oeq. no. 






jo /oy i . Kiuoy 


R ' mrs o -|- POT 

O mOSt kol 


JjIooZ / Z— Uzy— rl— J\l— rib 


Method 


BLASTN 


NCBI GI 


g4220643 


BLAST score 


51 


E value 


2.0e-19 


Match length 


316 


% identity 


83 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 




MWD22, complete sequence [Arabidopsis thaliana] 


Seq. No. 


199559 


Contig ID 


58760 1.R1039 


5' -most EST 


LIB3197-058-Q1-M1-D3 


Method 


BLASTX 


NCBI GI 


g3702962 


BLAST score 


633 


E value 


5.0e-66 


Match length 


131 


% identity 


92 


NCBI Description 


(AF079484) rac GTP binding protein Arac7 [Arabidopsis 




thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



199560 

58788JL.R1039 

uC-gsflmaxxa015e05bl 

BLASTX 

g4539459 

174 

2.0e-12 



26997 



• 



Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



88 
45 

(AL049500) putative protein [Arabidopsis thaliana] 
199561 

58799_1.R1039 
LIB3197-059-Q1-M1-B10 

199562 

58819_1.R1039 

g5048404 

BLASTX 

g2245094 

171 

2.0e-13 

90 

53 

(Z97343) hypothetical protein [Arabidopsis thaliana] 
199563 

58843_1.R1039 

LIB3197-059-Q1-M1-H2 

BLASTX 

g3413511 

353 

2.0e-33 

105 

70 

(AJ000265) glucose-6-phosphate isomerase [Spinacia 
oleracea] 

199564 

58845_1.R1039 

uC-gsflmaxxa070f06bl 

BLASTX 

g3522929 

279 

2.0e-24 

167 

41 

(AC002535) putative dTDP-glucose 4-6-dehydratase 
[Arabidopsis thaliana] >gi 13738279 (AC005309) putative 
dTDP-glucose 4-6-dehydratase [Arabidopsis thaliana] 

199565 

58858_1.R1039 
LIB3197-060-Q1-M1-A7 

199566 

58866JLR1039 

uC-gs f lmaxxa 0 5 4 e 0 6bl 

199567 

58874_1.R1039 
g5048556 
BLASTX 
g!841502 



26998 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1209> 
1.0e-133 
240 
93 

(Y11029) glutothione-dependent 
[Zea mays] 

199568 

58879JL.R1039 
g5047765 
BLASTX 
g3269293 
455 

2.0e-46 
195 
54 

(AL030978) putative protein 



formaldehyde dehydrogenase 



[Arabidopsis thaliana] 



199569 

58899_1.R1039 

LIB3272-043-P1-K1-A9 

BLASTX 

g3023815 

193 

3.0e-27 

108 

63 

GLUCOSE-6-PHOSPHATE 1- DEHYDROGENASE , CYTOPLASMIC ISOFORM 
(G6PD) >gi | 1362053 Ipirl [S57785 glucose-6-phosphate 
1-dehydrogenase (EC 1.1.1.49) - alfalfa >gi| 603219 (U18238) 
glucose- 6-phosphate dehydrogenase [Medicago sativa subsp. 
sativa] 

199570 

58900JL.R1039 

LIB3197-060-Q1-M1-E3 

BLASTX 

g2497492 

281 

8.0e-51 

174 

65 

URIDYLATE KINASE (UK) (URIDINE MONOPHOSPHATE KINASE) (UMP 
KINASE) >gi|165364 6|dbj |BAA18558| (D90915) uridine 
monophosphate kinase [Synechocystis sp.] 

199571 

58922_1.R1039 

LIB3197-060-Q1-M1-G4 

BLASTX 

g4101626 

536 

7.0e-55 

122 

80 

(AF005096) desaturase/cytochrome b5 protein [Ricinus 
communis] 



26999 



Seq. No. 


199572 


Contig ID 


58945 1.R1039 


5 T -most EST 


uC-gsronu33B078b06bl 


Method 


BLASTX 


NCBI GI 


g3063449 


BLAST score 


363 


E value 


1.0e-34 


Match length 


95 


% identity 


73 


NCBI Description 


(AC003981) F22013.ll FArabidoDsis thalianal 


Seq. No. 


199573 


Contig ID 


58974 1.R1039 


5' -most EST 


LIB3272-001-P1-K1-C6 


Method 


BLASTX 


NCBI GI 


g3603401 


BLAST score 


376 


E value 


5 . Oe-36 


Match length 


132 


% identity 


55 


NCBI Description 


( AFO 83333) Cinnamvl -3 1 rnbnl Hph\;HrrirfPnac!o rMor?i narrrt 0-3+--I TT-. i 
vw»/^^^/ vj-iui&uijf j, ci _l i^uiiu x uciiy ux vjy cilaoc LrJcuXLayO Satl Va J 


Seq. No. 


199574 


Contig ID 


58975 1 R1039 


5 '-most EST 


uC-asflnu33B055ellbl 


Method 


BLASTX 


NCBI GI 


g2245087 


BLAST score 


459 


E value 


1.0e-45 


Match length 


213 


% identity 


46 


NCBI Description 


(Z973431 h VDnthf^t l ~\ r*r*rii-o-i -n r Zlr-aK-i Hrinc -? o -t-'U-.i -; _ _~ _ i 

\<j-/#^*t^^ iiy^u l. J.UO.-L piuLcin aDiaopsis unaxianaj 


Seq. No. 


199575 


Contig ID 


58977 1 R1039 


S'-most EST 


uC— crsf lmaxxa04 ^rr04H1 


Seq. No. 




Contig ID 


59002 1 R1039 


5' -most EST 


uC-gsf lmaxxa009f 04bl 


Method 


BLASTX 


NCBI GI 


g4455323 


BLAST score 


386 


E value 


4 . Oe-37 


Match length 


134 


% identity 


62 


NCBI DescriDtion 


irtiiujooijj aminopepnaase-iiKe protein LArabidopsis 
thalianal 


Seq. No. 


199577 


Contig ID 


59017 1.R1039 


5 '-most EST 


LIB3272-001-P1-K1-G4 


Method 


BLASTX 


NCBI GI 


g322598 


BLAST score 


473 


E value 


3.0e-47 



27000 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



206 
49 

Stl2p protein 



Arabidopsis thaliana 



199578 

59041_1.R1039 

LIB3272-002-P1-K1-A6 

BLASTX 

g2459417 

651 

3.0e-68 

156 

81 

(AC002332) putative pre-mRNA splicing factor PRP19 
[Arabidopsis thaliana] 

199579 

59074_1.R1039 

uC-gs f ImaxxaO 1 Ob 1 lbl 



199580 

59077_1.R1039 

LIB3272-002-P1-K1-D9 

BLASTX 

g2739004 

512 

5.0e-57 

253 

49 

(AF022461) CYP82Clp [Glycine max] 
199581 

59079_1.R1039 

LIB3272-002-P1-K1-E10 

BLASTX 

g2117355 

734 

6.0e-78 

192 
77 

mitochondrial processing peptidase (EC 3.4.99.41) alpha-II 
chain precursor - potato >gi I 587562 | emb | CAA56520 | (X80236) 
mitochondrial processing peptidase [Solanum tuberosum] 

199582 

59086_1.R1039 

LIB3272-002-P1-K1-E6 

BLASTX 

g2344897 

619 

3.0e-64 

196 

61 

(AC002388) unknown protein [Arabidopsis thaliana] 
199583 

59119 1.R1039 



27001 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No, 
Contig ID 
5 1 -most EST 



g3325575 
BLASTX 
g3834312 
733 

9.0e-78 

195 

67 

(AC005679) Strong similarity to glycoprotein EP1 gb|L16983 
Daucus carota and a member of S locus glycoprotein family 
PF|00954. ESTs gb|AA067487, gb|Z35737, gb|Z30815, 
gb|Z35350, gb|AA713171 7 gb|AI100553, gb|Z34248, 
gb|AA728536, gb|Z30816 an 

199584 

59124JL.R1039 
g5047680 

199585 

59141_1.R1039 
LIB3272-003-P1-K1-C1 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199586 

59142JL.R1039 

g5044885 

BLASTX 

g2352492 

376 

7.0e-36 

95 
67 

(AF005047 
thaliana] 
response 



transport inhibitor response 1 [Arabidopsis 
>gi 1 2352494 (AF005048) transport inhibitor 
[Arabidopsis thaliana] 



199587 

59147J..R1039 

g3326388 

BLASTX 

g3850584 

272 

9.0e-24 

111 
56 

(AC005278) ESTs gb|H37641 and gb|AA651422 come from this 
gene. [Arabidopsis thaliana] 

199588 

59150J..R1039 

uC-gsronu33B159g02bl 

BLASTN 

g4457220 

45 

7.0e-16 

203 
89 

Capsicum chinense putative bZIP DNA-binding protein mRNA, 
complete cds 



27002 



Seq, No. 


199589 


Contig ID 


59163 1.R1039 


5' -most EST 


LIB3272-003-P1-K1-E11 


Seq. No. 


199590 


Contig ID 


59181 1.R1039 


5' -most EST 


uC-gsronu33B114bl2bl 




.DJ-LrlO J. A. 


NCBI GI 


g3894159 


BLAST score 


386 


E value 


2.0e-37 


iviaucn xerigTi.ii 


1ZO 


% identity 


56 


NCBI Description 


(AC005312) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


199591 


Contig ID 


59182 1.R1039 


5' -most EST 


LIB3272-003-P1-K1-G1 


Seq. No. 


199592 


Contig ID 


59201 1.R1039 


5 '-most EST 


uC-gsronu33B07 6e07bl 


jyiei.nocL 


dt 7\ cnv 
dLlH.0 1 a 


NCBI GI 


g2388575 


BLAST score 


404 


E value 


3.0e-39 


Match length 


1 A A 

144 


% identity 


53 


NCBI Description 


(AC000098) YUP8H12.18 [Arabidopsis thaliana] 


Seq. No. 


199593 


Contig ID 


59204_1.R1039 


5 T -most EST 


uC-gsflmaxxa041e03bl 


Seq. No. 


199594 


Contig ID 


59231 1.R1039 


5 '-most EST 


LIB3272-004-P1-K1-C4 


Method 


BLASTX 


NCBI GI 


g2129630 


DXjrio i score 


c. j 0 


E value 


1.0e-19 


Match length 


86 


% identity 


45 


NCBI Description 


lamin - Araoiaopsis tnaliana >gi | IZbZ /b4 | emb | CAAoo /ou | 




(X97023) lamin [Arabidopsis thaliana] >gi 13395760 (U7772 




unknown [Arabidopsis thaliana] 


Seq. No. 


199595 


Contig ID 


59247 1.R1039 


5* -most EST 


LIB3272-004-P1-K1-E12 


Seq. No. 


199596 


Contig ID 


59274 1.R1039 


5 '-most EST 


g5044296 


Method 


BLASTX 


NCBI GI 


g2245089 



27003 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307 

8.0e-28 

175 

41 

(Z97343) asparagine— tRNA ligase homolog [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199597 

59278_1.R1039 

g5047503 

BLASTX 

g4105269 

252 

2.0e-21 
132 

42 ^ ^ 

(AF044574) putative peroxisomal 2, 4-dienoyl-CoA reductase 

[Rattus norvegicus] 
199598 

59282_1.R1039 

uC-gsflnu33B085dl0bl 

BLASTX 

g4522004 

518 

1.0e-52 
160 

(AC007069) putative histidine kinase, sensory transduction 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



199599 

59298_1.R1039 
LIB3272-005-P1-K1-B6 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199600 

59298_2.R1039 
LIB3272-028-P1-K1-G4 

199601 

59310_1.R1039 
uC-gsronu33B008a02bl 

199602 

59315_1.R1039 

LIB3272-005-P1-K1-D4 

BLASTX 

g2832623 

512 

5.0e-52 

138 

72 

(AL021711) protein kinase 
thaliana] 



like protein [Arabidopsis 



Seq. No. 
Contig ID 



199603 

59392 1.R1039 



27004 



5' -most EST 


LIB3272-006-P1-K1-D11 


Method 


BLASTX 


NCBI GI 


gl397319 


BLAST score 


168 


E value 


2.0e-ll 


Match length 


114 


% Identity 


36 


NCBI Description 


(U61953) No definition 


Seq. No. 


199604 


Contig ID 


59402 1.R1039 


5 '-most EST 


LIB3272-006-P1-K1-E10 


Seq. No. 


199605 


Contig ID 


59408 1.R1039 


5' -most EST 


uC-gsronu33B015hl0bl 


Method 


BLASTX 


NCBI GI 


g419963 


BLAST score 


280 


E value 


2.0e-24 


Match length 


86 


% identity 


60 


NCBI Description 


snRNP protein B - fruit 




>gi 1290272 (L02919) rib 




melanogaster] 


Seq. No. 


199606 


Contig ID 


59420 1.R1039 


5 '-most EST 


g5045016 


Method 


BLASTX 


NCBI GI 


g585454 


BLAST score 


1031 


E value 


1.0e-157 


Match length 


353 


% identity 


79 



NCBI Description 



MITOGEN -ACTIVATED PROTEIN KINASE HOMOLOG D5 
>gi|479389|pir||S33635 mitogen-activated protein kinase 
homolog (clone D5) - garden pea >gi | 20808 | emb | CAA50036 i 
(X70703) MAP kinase homologue [Pisum sativum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199607 

59436_1.R1039 

LIB3272-023-P1-K1-A5 

BLASTX 

g3242079 

218 

1.0e-17 

67 

64 

(AJ006984) proline-rich protein [Capsicum annuum] 



Seq. No. 

Contig ID 
5' -most EST 



199608 

59488JL.R1039 
LIB3272-007-P1-K1-E11 



Seq. No. 
Contig ID 



199609 

59499 1.R1039 



27005 



5 ! -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3272-019-P1-K1-E2 

BLASTX 

g4210948 

601 

2.0e-62 

115 

97 

(AF085275) 



DnaJ protein [Hevea brasiliensis] 



199610 

59517_1.R1039 

LIB3272-007-P1-K1-H3 

BLASTX 

g3928543 

265 

7.0e-23 
123 
43 

(AB016819) 
thaliana] 



UDP-glucose glucosyltransf erase [Arabidopsis 



Seq. No. 
Contig ID 
5' -mo st EST 



199611 

59520JL.R1039 
LIB3272-007-P1-K1-H6 



Seq. No. 

Contig ID 
5 '-most EST 



199612 

59524JL.R1039 
LIB3272-008-P1-K1-A11 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

.% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



.R1039 

-008-P1-K1-A3 



199613 
59526_1, 
LIB3272- 
BLASTX 
g4115559 
318 

5.0e-29 

153 
44 

(AB013596) UDP-glucose :anthocysnin 5- 
[Perilla frutescens] 

199614 

59542_1.R1039 

LIB3272-008-P1-K1-B9 

BLASTX 

g3395673 

446 

2.0e-44 

116 
74 

(AB016623) RWC-3 [Oryza sativa] 
199615 

59546_1.R1039 

LIB3272-008-P1-K1-C12 

BLASTN 

g2114049 



■O-glucosyltransf erase 



27006 



BLAST score 


56 


E value 


1.0e-22 


Match length 


176 


% identity 


87 


NCBI Description 


Nicotiana excelsior mRNA for water channel protein 




complete cds 


Seq. No. 


199616 


Contig ID 


59568 1.R1039 


5' -most EST 


LIB3272-008-P1-K1-E4 


Method 


BLASTX 


NCBI GI 


gl381676 


BLAST score 


1029 


E value 


1.0e-112 


Match length 


221 


% identity 


89 


NCBI Description 


(U58853) small GTP-binding protein [Glycine max] 


Seq. No. 


199617 


Contig ID 


59600 1.R1039 


5 '-most EST 


LIB3272-008-P1-K1-H9 


Method 


BLASTX 


NCBI GI 


g4572676 


BLAST score 


331 


E value 


7.0e-31 


Match length 


99 


9- i H (an +■ -i +■ \/ 


UJ 


NCBI Description 


(AC006954) unknown protein [Arabidopsis thaliana] 


Seq. No. 


199618 


Contig ID 


59653 1.R1039 


5' -most EST 


uC-gs r onu3 3 BO 5 8 dO 6b 1 


Seq. No. 


199619 


Contig ID 


59712 1.R1039 


5' -most EST 


LIB3272-010-P1-K1-D11 


Method 


BLASTX 


NCBI GI 


g2497953 


BLAST score 


269 


E value 


3.0e-23 


Match length 


131 


% identity 


69 



NCBI Description 



MOLYBDOPTERIN BIOSYNTHESIS CNX1 PROTEIN (MOLYBDENUM 
COFACTOR BIOSYNTHESIS ENZYME CNX1) >gi 11263314 (L47323) 
molybdenum cofactor biosynthesis enzyme [Arabidopsis 
thaliana] >gi | 4469123 | emb | CAB38312 | (AJ236870) molybdenum 
cofactor biosynthesis enzyme [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



199620 

59721_1.R1039 

g5047854 

BLASTX 

g3980380 

991 

1.0e-108 

243 
74 



27007 



® 



NCBI Description (AC004561) putative enolase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



199621 

59724_1.R1039 
LIB3272-010-P1-K1-E11 



Seq, No* 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 f -most EST 



199622 

59725__1.R1039 

uC- gs r onu3 3B 1 1 4 cO 6b 1 

BLASTX 

g3928150 

720 

2.0e-76 

171 

82 

(AJ131049) hypothetical protein [Cicer arietinum] 
199623 

59736_1.R1039 
uC-gsflnu33B027dl0bl 

199624 

59739_1.R1039 
LIB3272-010-P1-K1-F3 



Seq. No. 
Contig ID 
5 '-most EST 



199625 

59740_1.R1039 
LIB3272-010-P1-K1-F4 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



199626 

59758JL.R1039 
uC-gsflmaxxa061g04bl 

199627 

59808JL.R1039 

LIB3272-011-P1-K1-F1 

BLASTX 

g3522943 

550 

2.0e-56 

163 

34 

(AC004411) putative p-glycoprotein [Arabidopsis thaliana] 
199628 

59822JL.R1039 
LIB3272-011-P1-K1-G3 



Seq. No. 
Contig ID 
5' -most EST 



199629 

59838_1.R1039 
LIB3272-012-P1-K1-A3 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



199630 

59855_1.R1039 

uC-gs f ImaxxaO 9 6bl lbl 

BLASTX 

g2104949 



27008 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233 

3.0e-19 

52 
83 

(U96716) MAP kinase-like protein [Selaginella lepidophylla] 
199631 

59868_1.R1039 

LIB3272-012-P1-K1-D6 

BLASTX 

g4056494 

260 

2.0e-22 

131 

50 

(AC005896) putative protein translocase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



199632 

59875JL.R1039 
LIB3272-012-P1-K1-E3 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
S'-most EST 

Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



199633 
59885JL 
LIB3272 
BLASTX 
g3688123 
416 

9.0e-41 

141 

61 

(AJ006293) 
ma jus] 



R1039 

012-P1-K1-F5 



granule-bound starch synthase [Antirrhinum 



199634 

59900_1.R1039 
uC-gsflnu33B008allbl 

199635 

59905JL.R1039 

uC-gsflnu33B050fllbl 

BLASTX 

g3337367 

204 

8.0e-16 

95 

45 

(AC004481) hypothetical protein [Arabidopsis thaliana] 
199636 

59914JL.R1039 

LIB3272-013-P1-K1-A7 

BLASTX 

g2462753 

168 

7.0e-12 
43 



27009 



% identity 

NCBI Description 



72 

(AC002292) putative polygalacturonase [Arabidopsis 
thaliana] 



Seq. No. 


199637 


Coni-ia TO 


59940 1 R1039 


5' -most EST 


LIB3272-013-P1-K1-D11 


Method 


BLASTX 


NCBI GI 


g4323298 


BLAST score 


451 


E value 


9.0e-45 


Match length 


172 


% identity 


41 


NCBI Description 


(AF099096) pulvinus outward-rectifying channel f< 




potassium SP0CK1 [Samanea saman] 


*J w VJ * Li W • 


199638 


Contig ID 


59951 1.R1039 


5' -most EST 


LIB3272-013-P1-K1-E11 


Method 


BLASTX 






BLAST score 


542 


E value 


2.0e-55 


Match length 


225 


% identity 


58 


NCBI Description 


(U79557) IAA24 [Arabidopsis thaliana] 


Seq. No. 


199639 


Contig ID 


60035 1.R1039 


5' -most EST 


LIB3272-014-P1-K1-E6 


Seq. No. 


199640 






5 '-most EST 


LIB3272-014-P1-K1-F3 


Method 


BLASTX 


NCBI GI 


g4406815 


BLAST score 


421 


E value 


2.0e-41 


Match length 


112 


% identity 


71 


NCBI Description 


(AC006201) putative peptide methionine sulfoxide 




[Arabidopsis thaliana] 




J. JJUil 


Contig ID 


60141 1.R1039 


5 '-most EST 


LIB3272-015-P1-K1-H10 


Method 


BLASTX 


NCBI GI 


g2194120 


BLAST score 


144 


E value 


1.0e-08 


Match length 


125 


% identity 


37 


NCBI Description 


(AC002062) No definition line found [Arabidopsis 


Seq. No. 


199642 


Contig ID 


60152 1.R1039 


5 '-most EST 


LIB3272-016-P1-K1-A10 



27010 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No* 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199643 

60165JL.R1039 

uC-gs f lnu33B01 3hl Ibl 

BLASTX 

g602292 

649 

8.0e-68 

254 

54 

(U17987) RCH2 protein [Brassica napus] 
199644 

60180_1.R1039 

uC-gsronu33B060hllbl 

BLASTX 

g2209384 

421 

2.0e-41 

96 

88 

(AF008441) glutathione reductase [Brassica rapa] 
199645 

60193_1.R1039 

uC-gsflnu33B072f01bl 

BLASTX 

gl449179 

763 

2.0e-81 

162 

94 

(D86506) N-ethylmaleimide sensitive fusion protein 
[Nicotiana t aba cum] 



Seq. No. 

Contig ID 
5' -most EST 



199646 

60208_1.R1039 
LIB3272-016-P1-K1-F4 



Seq. No. 
Contig ID 
5' -most EST 



199647 

60209J..R1039 
LIB3272-023-P1-K1-F9 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199648 

60221_1.R1039 

LIB3272-016-P1-K1-G7 

BLASTX 

g3413717 

450 

7.0e-45 

99 

82 

(AC004747) unknown protein [Arabidopsis thaliana] 
>gi 1 3643590 (AC005395) unknown protein [Arabidopsis 
thaliana] 



Seq. No, 



199649 



27011 




Contig- ID 


60226 1.R1039 


5' -most EST 


LIB3272-016-P1-K1-HU 


Method 


BLASTX 


NPRT ftT 

1> V_/.D X ox 




BLAST score 


577 


E value 


2.0e-59 


Match length 


175 


% identity 


65 


NCBI Description 


(X97826) orf04 [Arabidopsis thaliana] 


Seq. No." 


199650 


Contig ID 


60233 1.R1039 


5" -most EST 


LIB3272-016-P1-K1-H7 


Method 


BLASTX 


NPRT CZT 

tN^JDX OX 




BLAST score 


387 


E value 


4.0e-37 


Match length 


186 


1 identity 


47 


NCBI Description 


(U49398) sterol delta-7 reductase [Arabidopsis thaliana] 


Seq. No. 


199651 


Contig ID 


60235 1.R1039 


5 1 -most EST 


uC-gsronu33B109d08bl 


Method 


BLASTX 


NCBI GI 


g4263776 


BLAST score 


519 


Hi v d A. Lit; 


X • vjfc; *j£. 


Match length 


196 


% identity 


57 


NCBI Description 


(AC006068) unknown protein [Arabidopsis thaliana] 




>gi| 4510390) gb IAAD21478.il (AC007017) unknown protein 




[Arabidopsis thaliana] 


Seq. No. 


199652 


Contig ID 


60241 1.R1039 


S'-most EST 


LIB3272-017-P1-K1-A9 


Method 


BLASTX 


NCBI GI 


g2739168 


U-LlXiO J. OV<Ui c 


"^1 7 


E value 


2.0e-43 


Match length 


133 


% identity 


66 


jn^di uescripcxon 


(Aruj^JoD; aiuose i epiinerase-iiKe protein [jNicorxana 




tabacum] 


Seq, No. 


199653 


uoncig ID 




5" -most EST 


LIB3272-017-P1-K1-B3 


Seq. No. 


199654 


Contig ID 


60252 1.R1039 


5' -most EST 


LIB3272-041-P1-K1-E12 


Seq. No. 


199655 


Contig ID 


60268 1.R1039 


5' -most EST 


LIB3272-033-P1-K1-C9 



27012 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4039014 

409 

7.0e-40 

180 

47 

(AF037338) cleft lip and palate transmembrane protein 1 
[Homo sapiens] >gi 14063033 (AF037339) cleft lip and palate 
transmembrane protein 1 [Homo sapiens] 

>gi| 4502897 | ref | NPJD01285 . 1| pCLPTMl | cleft lip and palate 
associated transmembrane protein 



oeq. iNo. 




Contig ID 


60271 1.R1039 


5' -most EST 


LIB3272-017-P1-K1-E1 


Method 


BLASTX 


NCBI GI 


g4572674 


BLAST score 


260 


E value 


1.0e-22 


Match length 


75 


% identity 


67 


NCBI Description 


(AC006954) unknown protein [Arabidopsis thaliana] 


beg. mo. 




Contig ID 


60299 1.R1039 


5 '-most EST 


LIB3272-017-P1-K1-G8 


Seq. No. 


199658 


Contig ID 


60301 1.R1039 


5' -most EST 


LIB3272-017-P1-K1-H10 


Seq. No. 


199659 


Contig ID 


60302 1.R1039 


5 '-most EST 


LIB3272-017-P1-K1-H11 


Method 


BLASTX 


NCBI QI 


g4567269 


BLAST score 


243 


E value 


3.0e-20 


Match length 


58 


% identity 


78 


NCBI Description 


(AC006841) unknown protein [Arabidopsis thaliana] 


Seq. No. 


199660 


Contig ID 


60326J..R1039 


5' -most EST 


uC-gsflmaxxa014b09bl 


Method 


BLASTX 


NCBI GI 


g3176691 


BLAST score 


395 


E value 


3.0e-38 


Match length 


121 


% identity 


36 


NCBI Description 


(AC003671) Contains homology to serine/threonine 



kinase gb 1X99618 from Mycobacterium tuberculosis. ESTs 
gb|F14403, gb|F14404, and gb|N96730 come from this gene. 
[Arabidopsis thaliana] 



Seq. No. 



199661 



27013 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



60337JL.R1039 

LIB3272-018-P1-K1-C5 

BLASTX 

gl361983 

397 

1.0e-38 

124 
62 

ARP protein - Arabidopsis thaliana >gi | 886434 j emb | CAA89858 | 
(Z49776) ARP protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



199662 

60363JL.R1039 
LIB3272-047-P1-K1-C6 



Seq. No. 
Contig ID 
5' -most EST 



199663 

60371JL.R1039 
LIB3272-018-P1-K1-G2 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199664 

60391_1.R1039 

LIB3272-019-P1-K1-A12 

BLASTX 

g!142619 

481 

2.0e-48 

179 

56 

(U18348) phaseolin G-box binding protein PG1 
vulgaris] 



[Phaseolus 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199665 

60413JL.R1039 

LIB3272-019-P1-K1-C12 

BLASTX 

g3810848 

329 

1.0e-30 

110 

52 

(AL032684) putative autophagy protein [Schizosaccharomyces 
pombe] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199666 

6Q420JL.R1039 

LIB3272-019-P1-K1-D12 

BLASTX 

g4406775 

222 

6.0e-18 

165 
43 

(AC006836) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



199667 

60461JL.R1039 

uC-gs f ImaxxaO 2 6hl Obi 



27014 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2924729 

47 

3.0e-17 

197 
88 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MNA5, complete sequence [Arabidopsis thaliana] 

199668 

60491JL.R1039 

LIB3272-020-P1-K1-C11 

BLASTX 

g3789799 

210 

9.0e-17 

127 

9 

(AF060219) RCCl-like G exchanging factor RLG [Homo sapiens] 
>gi|4557445|ref |NP_001259. 1 IpCHCIL I RCCl-like G exchanging 
factor RLG 



Seq. No. 
Contig ID 
5* -most EST 



199669 

60511_1.R1039 
LIB3272-020-P1-K1-E5 



Seq* No. 
Contig ID 
5 T -most EST 



199670 

60566JL. R1039 
LIB3272-021-P1-K1-B5 



Seq. No. 
Contig ID 
5* -most EST 

Seq, No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199671 

60636_1.R1039 
uC-gsflmaxxa049cl2bl 



.R1039 

-036-P1-K1-D7 



199672 
60637 J. . 
LIB3272- 
BLASTN 
g2564044 
39 

2.0e-12 

202 

84 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K19P17, complete sequence [Arabidopsis thaliana] 

199673 

60667J..R1039 

LIB3272-022-P1-K1-D7 

BLASTN 

g2191181 

41 

2.0e-13 

65 

91 

Arabidopsis thaliana BAC TM021B04 



27015 



199674 

60672JL.R1039 
uC-gsflmaxxa006b08bl 
BLASTX 
g3329368 
135 

8.0e-12 
100 
42 

(AF031244) nodulin-like protein [Arabidopsis thaliana] 
199675 

60678_1.R1039 
g3326482 
BLASTX 
g3608139 
139 

2.0e-17 
210 
39 

(AC005314) putative fibrillin [Arabidopsis thaliana] 

Seq. No. 199676 

Contig ID 60728_1 .R1039 

5' -most EST LIB3272-023-P1-K1-B5 

Method BLASTX 

NCBI GI g2688830 

BLAST score 554 

E value 1.0e-56 

Match length 152 

% identity 72 , 
NCBI Description (AF000952) putative sugar transporter [Prunus armeniacaj 

Seq, No. 199677 

Contig ID 60750_1 .R1039 

5' -most EST LIB3272-023-P1-K1-D5 

Method BLASTX 

NCBI GI gl234900 

BLAST score 312 

E value 2.0e-28 

Match length 153 

% identity 50 . 

NCBI Description (X9248 9) homeobox- leucine zipper protein [Glycine max] 

Seq. No. 199678 

Contig ID 60758_1 .R1039 

5' -most EST g5044854 

Method BLASTX 

NCBI GI g2462931 

BLAST score 210 

E value 3.0e-16 

Match length 105 

% identity 52 

NCBI Description (Z83833) UDP-glucose: sterol glucosyltransf erase 
[Arabidopsis thaliana] 

Seq. No. 199679 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27016 



Contig ID 
5' -most EST 



60761_1.R1039 
uC-gsflmaxxa026cllbl 



Seq. No. 


199680 


Pont" in TD 


60789 1 R1039 


5' -most EST 


LIB3272-033-P1-K1-F11 


Method 


BLASTX 


NCBI GI 


g3695023 


RT.A^T <?POT*=k 


389 


E value 


1.0e-37 


Match length 


143 


% identity 


54 


tvOijj. i/ciOIipClUil 


nnlrnnun rZivaV\i rlnnoi e fhal i anal 
IAJJUj jo jUJ UilKIiUWil [nidDlClupblS CilcilXcillct J 


Seq. No. 


199681 


Contig ID 


60796JL.R1039 


■J ItHJo L. JLOi 




Seq. No. 


199682 


Contig ID 


60819 1.R1039 


5' -most EST 


LIB3272-030-P1-K1-E6 


Seq. No. 


199683 


Contig ID 


60826 1.R1039 


5 '-most EST 


LIB3272-058-P1-K1-E10 


Seq. No. 


199684 


Contig ID 


60860_1.R1039 


O IUOSt ILOl 


LiDJi / ^ UZ^i rx A.1 W 


Method 


BLASTX 


NCBI GI 


gl922938 


BLAST score 


222 


E value 


d . ue~io 


Match length 


129 


% identity 


36 


NCBI Description 


(AC000106) Similar to Caenorhabditis hypothetical 




C07A9.11 (gb|Z29094). [Arabidopsis thaliana] 


Seq. No. 


199685 


Contig ID 


60861 1.R1039 


5 '-most EST 


LIB3272-024-P1-K1-G4 


Seq. No. 


199686 


Contig ID 


60866_1.R1039 




T TR?27?-fi9d-Pl -K1 -CZQ 

IjIDJZ. / Z. IT x rv J. 0.7 


Method 


BLASTX 


NCBI GI 


g2832708 


BLAST score 


279 


E value 


8.0e-25 


.Match length 


107 


% identity 


50 


NCBI Description 


(AL021713) beta-1, 3-glucanase-like protein [Arab: 




thaliana] 


Seq. No. 


199687 


Contig ID 


60868 1.R1039 


5' -most EST 


LIB3272-030-P1-K1-B6 



27017 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl706326 

631 

4.0e-66 

135 

86 

PYRUVATE DECARBOXYLASE ISOZYME 1 (PDC) 

>gi|2146786|pir| IS65470 pyruvate decarboxylase (EC 4 
(clone PDC1) - Garden pea >gi 1 1177603 J emb 1 CAA91444 i 
(Z66543) pyruvate decarboxylase [Pisum sativum] 



1.1.1) 



Seq. No. 
Contig ID 
5' -most EST 



199688 

60899JL.R1039 
LIB3272-026-P1-K1-C12 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199689 

60913_1.R1039 

g5047357 

BLASTX 

g3309084 

466 

1.0e-46 

106 

88 

(AF076252) calcineurin B-like protein 2 [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199690 

60913__2.R1039 

LIB3272-026-P1-K1-E1 

BLASTX 

g3309084 

378 

2.0e-36 
88 
88 

(AF076252) 
thaliana] 



calcineurin B-like. protein 2 [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199691 

60916_1.R1039 

LIB3272-026-P1-K1-E12 

BLASTX 

gl351303 

473 

3.0e-47 

161 

63 

I NDOLE- 3 -GLYCEROL PHOSPHATE SYNTHASE PRECURSOR (IGPS) 
>gi 1 619732 (U18770) indole-3-glycerol phosphate synthase 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



199692 

60933_1.R1039 

uC-gsflmaxxa098h03bl 

BLASTX 

g4432864 



27018 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



890 

5.0e-96 

253 

68 

(AC006300) hypothetical protein [Arabidopsis thaliana] 
199693 

60942JL.R1039 

g3326852 

199694 

60960JL.R1039 

LIB3272-046-P1-K1-A3 

BLASTX 

g2274915 

410 

4.0e-40 

113 
69 

(AJ000081) beta-1, 3-glucanase [Citrus sinensis] 
199695 

60978JL.R1039 
uC-gsflmaxxa028h06bl 

199696 

60996_1.R1039 
uC-gsronu33B110allbl 

199697 

61055JL.R1039 
LIB3272-028-P1-K1-D12 



Seq, No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



199698 

61072JL.R1039 
uC-gsflnu33B082d09bl 

199699 

61130_1.R1039 

uC-gsronu33B018f03bl 

BLASTX 

g4467153 

483 

2.0e-48 

104 

82 

(AL035540) putative thaumatin-like protein [Arabidopsis 
thaliana] 

199700 

61143JL.R1039 

g5047330 

BLASTX 

g2827702 

883 

3.0e-95 

230 



27019 



% identity 

NCBI Description 



71 

(AL021684) predicted protein [Arabidopsis thaliana] 



Seq. No. 


199701 


Contia ID 


61162 1.R1039 


5' -most EST 


g5048008 


Method 


BLASTX 


NCBI GI 


g4455227 


BLAST score 


583 


E value 


3.0e-60 


Match length 


135 


% identity 


83 


NCBI Description 


(AL035440) SNF8 like protein [Arabidopsis thaliana] 


Seq* No. 


199702 


Contig ID 


61172 1.R1039 


5 T -most EST 


LIB3272-02 9-P1-K1-H4 


Method 


BLASTX 


NCBI GI 


g3600039 


BLAST score 


620 


E value 


1.0e-64 


Match length 


167 


% identity 


69 


NCBI Description 


(AF080119) similar to Schizosaccharomyces pombe isp4 



protein (GB:D14061) [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199703 

61178_1.R1039 

uC-gsflnu33B055d01bl 

BLASTX 

g2347098 

748 

1.0e-79 

152 

95 

(U76845) ubiquitin-specific protease [Arabidopsis thaliana] 
>gi | 4490742 | emb| CAB38904 . 1 1 (AL035708 ) ubiquitin-specific 
protease (AtUBP3) [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199704 

61192_1.R1039 

LIB3272-030-P1-K1-B2 

BLASTX 

g584861 

255 

6.0e-22 

94 

49 

CYTOCHROME P450 71A2 (CYPLXXIA2) (P-450EG4) 
>gi|480396|pir| IS36806 cytochrome P450 71A2 - eggplant 
>gi|408140|emb|CAA50645| (X71654) P450 hydroxylase [Solanum 
melongena] >gi | 441185 | dbj j BAA03635 | (D14 990) Cytochrome 
P-450EG4 [Solanum melongena] 



Seq, No. 
Contig ID 
5* -most EST 



199705 

61228_1.R1039 
g5050429 



27020 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3757523 

447 

5.0e-44 

147 

60 

(AC005167) putative transportin [Arabidopsis thaliana] 
199706 

61233JL.R1039 

uC-gsflmaxxa091b04bl 

BLASTX 

gl!5506 

151 

1.0e-09 

88 

22 

CALMODULIN >gi 1 71688 | pir | | MCKM calmodulin - Chlamydomonas 
reinhardtii >gi 1 167411 (M20729) calmodulin [Chlamydomonas 
reinhardtii] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



199707 

61254JL.R1039 

uC-gs f lnu33B0 0 IdO 4b 1 

BLASTX 

gl653767 

623 

6.0e-65 

185 

61 

(D90916) oligopeptidase A [Synechocystis sp.] 
199708 

61312 JL.R1039 
LIB3272-039-P1-K1-A6 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



.R1039 

-055-P1-K1-F8 



199709 
61320JL. 
LIB3272- 
BLASTX 
g3142698 
673 

9.0e-71 

181 
66 

(AF064542) protein farnesyltransf erase subunit A 
[Arabidopsis thaliana] 

199710 

61328_1.R1039 
LIB3272-031-P1-K1-H5 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



199711 

61421 JL.R1039 

LIB3272-033-P1-K1-E5 

BLASTX 

g2244999 



27021 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17 9 

6.0e-13 

75 
51 

(Z97341) similarity to phaseolin G-box binding protein PG2 
[Arabidopsis thaliana] 

199712 

61426J..R1039 

LIB3272-033-P1-K1-A7 

BLASTX 

g2739279 

148 

3.0e-13 

181 

36 

(AJ223177) short chain alcohol dehydrogenase [Nicotiana 
tabacum] >gi | 2791348 [ emb ( CAA11154 | (AJ223178) short chain 
alcohol dehydrogenase [Nicotiana tabacum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199713 

61433JL.R1039 

LIB3272-033-P1-K1-B5 

BLASTX 

g4105698 

196 

8.0e-15 

69 

55 

(AF049870) small hydrophobic protein [Arabidopsis thaliana] 
199714 

61435JL.R1039 
g3325655 

199715 

61466_1.R1039 

uC-gs f ImaxxaO 97h0 8bl 

BLASTX 

g4455293 

366 

5.0e-35 

89 

88 

(AL035528) putative protein [Arabidopsis thaliana] 
199716 

61484J..R1039 

uC-gsronu33B113hl0bl 

BLASTX 

g3080435 

560 

1.0e-57 

160 

71 

(AL022605) putative protein [Arabidopsis thaliana] 



27022 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199717 

61513_1.R1039 

uC-gsflnu33B031h07bl 

BLASTX 

g4406780 

400 

6.0e-39 

101 

74 

(AC006532) putative mult i spanning membrane protein 
[Arabidopsis thaliana] 

199718 

61559JUR1039 

LIB3272-034-P1-K1-G5 

BLASTN 

g2773049 

59 

2.0e-24 

179 

83 

Spinacia oleracea heat shock 70 protein (HSC70-9) gene, 
nuclear gene encoding chloroplast protein, complete cds 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199719 

61579JL.R1039 

LIB3272-052-P1-K1-D7 

BLASTX 

g!33249 

304 

2.0e-27 

78 

44 

CHLOROPLAST 33 KD RIBONUCLEOPROTEIN PRECURSOR 
>gi|100390|pir| IS12111 ribonucleoprotein, 33K, precursor 
common tobacco >gi | 20005 | emb | CAA37879 | (X53932) 33 kDa 
ribonucleoprotein precursor [Nicotiana tabacum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199720 

61646JL.R1039 

g3326686 

BLASTN 

g3241927 

35 

6.0e-10 

181 
83 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MTE17, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



199721 

61666JL.R1039 

LIB3272-036-P1-K1-B12 

BLASTX 

g2146740 

531 

4.0e-54 



27023 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141 
72 

inner mitochondrial membrane protein - Arabidopsis thaliana 
>gi I 603056 (U18126) inner mitochondrial membrane protein 
[Arabidopsis thaliana] 

199722 

61764_1.R1039 

uC-gsronu33B154e01b2 

BLASTX 

g729842 

248 

5.0e-21 

117 

55 

CHLOROPLAST MEMBRANE -ASSOC I AT ED 30 KD PROTEIN PRECURSOR 
(M30) >gi| 1076532 |pir | | S47966 probable lipid transfer 
protein M30 precursor - garden pea >gi 1 169107 (M73744) IM30 
[Pisum sativum] 



Seq* No. 


199723 


Contig ID 


61817 1.R1039 


5 '-most EST 


LIB3272-038-P1-K1-A7 


Method 


BLASTX 


NCBI GI 


gl420887 


BLAST score 


161 


E value 


5.0e-ll 


Match length 


101 


% identity 


35 


NCBI Description 


(U34334) non-specific lipid transfer-li 




[Phaseolus vulgaris] 


Seq, No. 


199724 


Contig ID 


61824 1.R1039 


5 '-most EST 


LIB3272-038-P1-K1-B10 


Seq, No. 


199725 


Contig ID 


61844 1.R1039 


5' -most EST 


LIB3272-042-P1-K1-G7 


Method 


BLASTX 


NCBI GI 


g3337366 


BLAST score 


366 


E value 


6.0e-35 


Match length 


148 


% identity 


29 


NCBI Description 


(AC004481) unknown protein [Arabidopsis 


Seq, No. 


199726 


Contig ID 


61919 1.R1039 


5' -most EST 


LIB3272-042-P1-K1-F11 


Method 


BLASTX 


NCBI GI 


g2262159 


BLAST score 


531 


E value 


2.0e-54 


Match length 


131 


% identity 


76 


NCBI Description 


(AC002329) predicted protein similar to 



27024 



C5H10.03 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199727 

61984JL.R1039 

uC-gsflnu33B016f09bl 

BLASTX 

g3033391 

175 

1.0e-12 

72 
49 

(AC004238) putative amino acid transporter [Arabidopsis 
thaliana] 



Seq. No. 


iyy / £o 


Contig ID 


oiyyi i.Kiujy 


5 1 -most EST 


LIB3272-040-P1-K1-C5 


Method 


BLASTX 


NCBI GI 


gz4y4i44 


BLAST score 


543 


E value 


2.0e-55 


Match length 


195 


% identity 


ZZ 


NCBI Description 


(AOUUzJzyj preaicr.ea. leucine ncn pxottsxn l/^-lcu. 




thaliana] 


Seq. No. 


iyy i z y 


Contig ID 


dzou / i . kiu jy 


5' -most EST 


t mono a yi n m vi tp c 
LIBo2 / ^-U4U-Pl-Kl-£ o 


Method 


BLASTX 


NCBI GI 


g4 1UZ / 


BLAST score 


IT /~ O 

563 


E value 


4 . ue-bo 


Match length 


1 OA 

IzU 


% identity 


bo 


NCBI Description 


(AF015784) TATA-box binding protein [Phaseolus 


beq. ino. 




Contig ID 


62066 1.R1039 


5' -most EST 


LIB3272-041-P1-K1-D4 


Seq. No. 


199731 


Contig ID 


62094 1.R1039 


5 '-most EST 


g5048460 


Seq. No. 


199732 


Contig ID 


62103 1.R1039 


5 '-most EST 


uC-gs f lmaxxa 1 0 7b0 2bl 


Method 


BLASTX 


NCBI GI 


g4309738 


BLAST score 


161 


E value 


1.0e-10 


Match length 


67 


% identity 


51 


NCBI Description 


(AC006439) putative tubby protein [Arabidopsis 


Seq. No. 


199733 



27025 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



62122JL.R1039 

uC-gsflmaxxa091f05bl 

BLASTX 

q45l2688 

385 

5.0e-37 

147 

54 

(AC006931) hypothetical protein [Arabidopsis thaliana] 



Seq. No, 
Contig ID 
5' -most EST 



199734 

62147J..R1039 
uC-gsflnu33B084c07bl 



Seq. No. 
Contig ID 
5* -most EST 



199735 

62185JL.R1039 
LIB3272-043-P1-K1-A10 



Seq, No, 
Contig ID 
5 '-most EST 



199736 

62273_1.R1039 
LIB3272-044-P1-K1-A2 



Seq, No, 
Contig ID 
5 '-most EST 



199737 

62298J..R1039 
LIB3272-044-P1-K1-G7 



Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199738 

62344J..R1039 

LIB3272-04 4-P1-K1-G8 

BLASTX 

g4432840 

175 

3.0e-14 

107 

47 

(AC006283) unknown protein [Arabidopsis thaliana] 



Seq, No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199739 

62357JL.R1039 

LIB3272-045-P1-K1-A11 

BLASTX 

g2160182 

160 

7.0e-ll 

116 

40 

(AC000132) ESTs gb | ATTS1236, gb | T43334, gb IN97019, gb | AA395203 
come from this gene. [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



199740 

62361J..R1039 

uC-gsflmaxxa093a01bl 

BLASTX 

gll73234 

327 

3.0e-30 
72 



27026 



NCBI Description 40S RIBOSOMAL PROTEIN S25 >gi I 481909 | pir | | S40089 ribosomal 
protein S25 - tomato >gi I 435679 1 emb I CAA54132 ] (X76714) 
ribosomal protein S25 [Lycopersicon esculentum] 
>gi 1 1584836 | prf | I2123431A ribosomal protein S25 
[Lycopersicon esculentum] 

Seq. No. 199741 

Contig ID 62373_1 . R1039 

5' -most EST LIB3272-045-P1-K1-B9 

Seq. No. 199742 

Contig ID 62428JL .R1039 

5' -most EST uC-gsflmaxxa095ellbl 

Seq. No. 199743 

Contig ID 62441_1 .R1039 

5' -most EST uC-gsf lnu33B004g09bl 

Method BLASTX 

NCBI GI gl076603 

BLAST score 402 

E value 5.0e-39 

Match length 183 

% identity 48 

NCBI Description vsf-1 protein - tomato 

Seq. No. 199744 

Contig ID 62453_1.R1039 

5' -most EST LIB3272-046-P1-K1-B8 

Seq. No. 199745 

Contig ID 62471J. .R1039 

5 f -most EST g3326312 

Method BLASTN 

NCBI GI g3128143 

BLAST score 40 

E value 7.0e-13 

Match length 218 

% identity 86 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MTI20, complete sequence [Arabidopsis thaliana] 

Seq. No. 199746 

Contig ID 62478__1 . R1039 

5 '-most EST uC-gsronu33B168c09bl 

Method BLASTX 

NCBI GI gl31754 

BLAST score 338 

E value 1.0e-31 

Match length 126 

% identity 52 

NCBI Description PPLZ02 PROTEIN >gi | 99973 i pir | | S11881 hypothetical protexn 
(clone pPLZ2) - large-leaved lupine >gi 1 19507 | emb | CAA36069 i 
(X51767) put. pPLZ2 product (AA 1-164) [Lupinus 
polyphyllus] 

Seq. No. 199747 



27027 



Contig ID 
5 '-most EST 



# 



62483JL.R1039 
LIB3272-046-P1-K1-E5 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199748 

62512J..R1039 

LIB3272-047-P1-K1-A10 

BLASTX 

g3878264 

215 

4.0e-17 

161 

32 

(Z75712) Similarity to some prokaryotic esterases; cDNA EST 
EMBL:D71448 comes from this gene; cDNA EST EMBL:D74156 
comes from this gene [Caenorhabditis elegans] 



Seq. No. 


199749 


Contig ID 


62566 1.R1Q39 


5' -most EST 


LIB3272-047-P1-K1-F4 


Seq. No. 


199750 






5' -most EST 


LIB3272-048-P1-K1-E5 


Method 


BLASTX 


NCBI GI 


gl491776 


BLAST score 


348 


E value 


6.0e-33 


Match length 


85 


% identity 


78 


NCBI Description 


(M37636) cationic peroxidase [Arachis 


Seq. No. 


199751 


Contig ID 


62645 1.R1039 


5 '-most EST 


g3326016 


Method 


BLASTX 


NCBI GI 


g3914237 


BLAST score 


154 


E value 


7.0e-10 


Match length 


107 


% identity 


33 


NCBI Description 


COP-COATED VESICLE MEMBRANE PROTEIN P2 




(RNP24) >gi 1 1212965 | emb ) CAA63069 | (X92 




protein [Homo sapiens] 


Seq. No. 


199752 


Contig ID 


62662 1.R1039 


5' -most EST 


uC-gsflmaxxa038f03bl 


Method 


BLASTX 


NCBI GI 


g4432860 


BLAST score 


328, 


E value 


2.0e-30 


Match length 


109 


% identity 


61 



NCBI Description 



(AC006300) putative glucose-induced repressor protein 
[Arabidopsis thaliana] 



Seq. No. 



199753 



27028 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



62678_1.R1039 

LIB3272-04 9-P1-K1-B10 

BLASTX 

g3811009 

205 

4.0e-16 

43 
88 

(AB019328) NADP specific isocitrate dehydrogenase [Daucus 
carota] 



beq. no. 


1 Q Q7 R A 


Contig lu 


0<i /1j 1 ,rs.lUj3 


d -most toi 




Method 


DT 7\ QTV 


NCBI GI 


OQ1 OCT 

gozolo bl 


DiiAbi score 


9 9^ 


E value 


3.0e-18 


Match length 


109 


% identity 


42 


NCBI Description 


(AL031004) putative protein [Arabidopsis thai 


Seq. No, 


199755 


Contig ID 


62718 1.R1039 


5' -most EST 


uC-gsflnu33B101d04bl 


Method 


BLASTX 


NCBI GI 


g2288887 


BLAST score 


657 


E value 


1.0e-68 


Match length 


226 


% identity 


64 


NCBI Description 


(Y14325) mevalonate diphosphate decarboxylase 




thaliana] >gi | 3250736 | embl CAA7 6803 | (Y17593) 



diphosphate decarboxylase [Arabidopsis thaliana] 
>gi 1 3786002 (AC005499) mevalonate diphosphate decarboxylase 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199756 

62829_1.R1039 

uC-gsflnu33B029fllbl 

BLASTX 

g3068705 

330 

3.0e-30 

199 

38 

(AF049236) unknown [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



199757 

6284 5_1.R1039 
LIB3272-051-P1-K1-G2 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 



199758 

62850JL.R1039 

LIB3272-051-P1-K1-C2 

BLASTX 

g2829894 



27029 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160 

2.0e-10 

87 

46 

(AC002311) Unknown protein [Arabidopsis thaliana] 



199759 

62872_1.R1039 

uC-gsflnu33B100d07bl 

BLASTX 

g3372230 

499 

1.0e-50 

121 

79 

(AF017074) RNA polymerase I, 
[Arabidopsis thaliana] 



II and III 16.5 kDa subunit 



199760 

62885J..R1039 

uC-gsflnu33B099bllbl 

BLASTX 

g4262250 

976 

1.0e-106 

209 
89 

(AC006200) putative aldolase [Arabidopsis thaliana] 
199761 

62948JL.R1039 
LIB3272-052-P1-K1-D9 

199762 

62962JL.R1039 

g5050549 

BLASTX 

g3786017 

430 

5.0e-42 

163 

55 

(AC005499) putative non-green plastid inner envelope 
membrane protein [Arabidopsis thaliana] 

199763 

62963JL.R1039 

uC-gsflnu33B072dllbl 

BLASTX 

g3269293 

280 

6.0e-25 

90 

64 

(AL030978) putative protein [Arabidopsis thaliana] 



Seq. No. 



199764 



27030 



Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



63028_1.R1039 
LIB3272-053-P1-K1-E1 

199765 

63043_1.R1039 

g3325594 

BLASTX 

g3114658 

188 

8.0e-14 

109 

35 

(AF060871) hypothetical alcohol dehydrogenase [Rhodococcus 
rhodochrous] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



199766 

63124_1.R1039 

LIB3272-054-P1-K1-F8 

BLASTX 

g3236240 

224 

5.0e-18 

99 

52 

(AC004684) unknown protein [Arabidopsis thaliana] 
199767 

63126_1.R1039 

uC-gsflnu33B051b08bl 

BLASTX 

g2370459 

330 

1.0e-30 

111 

63 

(Y11987) FPF1 protein [Sinapis alba] - ; 
199768 

63157_1.R1039 
LIB3272-055-P1-K1-F3 

199769 

63317_1.R1039 

uC-gsronu33B148f05bl 

BLASTX 

g3548810 

504 

5.0e-51 

168 
62 

(AC005313) putative chloroplast nucleoid DNA binding 
protein [Arabidopsis thaliana] 

199770 

63318JL.R1039 
uC-gsronu33B001b01bl 



27031 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199771 

63323JL.R1039 
uC~gsflnu33B070bl0bl 

199772 

63366_1.R1039 

uC-gsflnu33B084f08bl 

BLASTX 

g3482933 

288 

8.0e-26 
89 
65 

(AC003970) 
thaliana] 



Similar to cdc2 protein kinases [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 



199773 

63372_1.R1039 

uC-gsronu33B001h08bl 

BLASTX 

gl362015 

201 

2.0e-15 

74 

58 

zinc finger protein 1 - Arabidopsis thaliana 
>gi!2129779|pir| IS71240 zinc finger protein 1 - Arabidopsis 
thaliana >gi 1790673 {L39644) zinc finger protein 
[Arabidopsis thaliana] >gi 11297186 (U53501) zinc finger 
protein 1 [Arabidopsis thaliana] 

199774 

63428J..R1039 

uC-gsronu33B002hllbl 

BLASTX 

g2809246 

255 

1.0e-21 

78 

55 

(AC002560) F2401.15 [Arabidopsis thaliana] 
199775 

63439JL.R1039 

uC-gsflnu33B005f05bl 

BLASTN 

g3821780 

34 

2.0e-09 

34 

59 

Xenopus laevis cDNA clone 27A6-1 
199776 

63444_1.R1039 

uC-gsronu33B166c02b2 

BLASTX 



27032 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2982455 
788 

1.0e-84 

197 

(AL022223) putative uracil phosphoribosyl transferase 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 
"E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199777 

63445_1.R1039 
uC-gsronu33B004b07bl 

199778 

63468_1.R1039 
uC-gsflnu33B109d07bl 

199779 

63496_1.R1039 

uC-gsronu33B005f04bl 

BLASTX 

gl403134 

413 

2.0e-40 

130 

63 

(X98453) peroxidase [Arabidopsis thaliana] 
199780 

63497_1.R1039 
uC-gsflnu33B128b!0bl 

199781 

63510_1.R1039 
uC-gsronu33B007allbl 

199782 

63536JL.R1039 

uC-gsflnu33B016h07bl 

BLASTX 

g3297815 

257 

2.0e-23 

96 

60 

(AL031032) putative protein [Arabidopsis thaliana] 
199783 

63539JL.R1039 

uC-gsronu33B007ellbl 

BLASTX 

gl755152 

370 

2.0e-35 
122 

(U75187) germin-like protein [Arabidopsis thaliana] 



27033 



Seq. No. 
Cbntig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199784 

63573JL.R1039 
g3326638 

199785 

63577JL.R1039 

uC-gsflmaxxa003d05bl 

BLASTX 

g2351374 

992 

1.0e-112 

235 

89 

(U54560) putative 26S proteasome subunit athMOV34 
[Arabidopsis thaliana] 

199786 

63577_2.R1039 
uC-gsflnu33B146d04bl 

199787 

63578_1.R1039 
uC-gsronu33B14 9g07bl 

199788 

63596JL.R1039 

uC-gsflnu33B084b04bl 

BLASTX 

g3912917 

343 

6.0e-32 

198 

42 

(AF001308) putative NAK-like ser/thr protein kinase 
[Arabidopsis thaliana] 

199789 

63604_1.R1039 

g5047177 

BLASTX 

g4455190 

505 

2.0e-61 

194 

68 

(AL035440) putative protein [Arabidopsis thaliana] 
199790 

63608JL.R1039 

uC-gsronu33B164g08b2 

BLASTX 

g4455159 

684 

3.0e-99 

237 

73 

(AL021687) putative protein [Arabidopsis thaliana] 



27034 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199791 

63629JL.R1039 

uC-gsflmaxxa088bllbl 

BLASTX 

g3043612 

296 

2.0e-26 

229 
37 

(AB011116) KIAA0544 protein [Homo sapiens] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199792 

63641_1.R1039 

uC-gsronu33B011a08bl 

BLASTX 

g4467157 

383 

1.0e-36 

177 

46 

(AL035540) disease resistance response like protein 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



199793 

63648_1.R1039 
uC-gsronu33B109el2bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199794 

63653JL.R1039 

uC-gsronu33B011c02bl 

BLASTX 

g3510264 

449 

1.0e-44 
97 
73 

(AC005310) 
thaliana] 



hypothetical protein, 5' partial [Arabidopsis 



Seq. No. 
Contig ID 
5' -most EST 



199795 

63656J..R1039 
uC-gsflnu33B140hllbl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199796 

63663_1.R1039 

uC-gsronu33B011d04bl 

BLASTX 

g3005576 

781 

1.0e-115 

238 
63 

(AF047718) putative high affinity nitrate transporter; 
GmNRT2 [Glycine max] 



Seq. No. 



199797 



27035 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
. 5 • -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 



63671_1.R1039 

uC-gsronu33B166b!0b2 

BLASTX 

gl041702 

316 

3.0e-29 

80 
68 

(U30476) expansin At-EXPl 



[Arabidopsis thaliana] 



199798 

63683JL.R1039 

uC-gsronu33B124allbl 

BLASTX 

g4539660 

405 

4.0e-50 

155 

59 

(AF061282) polyprotein [Sorghum bicolor] 



199799 

63707JL.R1039 

uC-gsflnu33B056g04bl 

BLASTX 

g3914467 

840 

4.0e-90 

204 

84 

26S PROTEASOME REGULATORY SUBUNIT S3 
>gi|1864003|dbj |BAA19252| (AB001422) 
tabacum] 



(NUCLEAR ANTIGEN 21D7) 
21D7 [Nicotiana 



199800 

63744_1.R1039 

g5045582 
BLASTX 
g2245138 
410 

8.0e-40 

151 

53 

(Z97344) hypothetical protein [Arabidopsis thaliana] 
199801 

63758JL.R1039 
uC-gsronu33B012el0bl 

199802 

63763_1.R1039 
uC-gsronu33B012f03bl 

199803 

63782JL.R1G39 

uC-gsronu33B012h03bl 

BLASTN 



27036 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl6131 
115 

4.0e-58 

119 

99 

Arabidopsis thaliana genes for 5. 
18 S rRNA fragment 



8S rRNA and 25S rRNA with 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



199804 

63790_1.R1039 

uC-gsronu33B012hllbl 

BLASTN 

g3510343 

107 

7.0e-53 

619 

79 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MJC20, complete sequence [Arabidopsis thaliana] 

199805 

63819JL.R1039 

uC-gsflmaxxa003e01bl 

BLASTX 

g4455232 

707 

7.0e-75 

156 

80 

(AL035523) putative protein [Arabidopsis thaliana] 
199806 

63846_1.R1039 

uC-gsflnu33B070f07bl 

BLASTX 

g4544369 

196 

4.0e-15 

131 
38 

(AC006920) hypothetical protein [Arabidopsis thaliana] 
199807 

63857_1.R1039 

uC-gsronu33B015e02bl 

BLASTX 

g!370176 

821 

6.0e-88 

178 

90 

(Z73937) RAB2A [Lotus japonicus] 
199808 

63871_1.R1039 
uC-gsronu33B015f06bl 



27037 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199809 

63925JL.R1039 
uC-gsronu33B156h01bl 

199810 

63951_2.R1039 
uC-gsflnu33B108a01bl 

199811 

63963_1.R1039 

uC-gsflnu33B074bllbl 

BLASTX 

gl657948 

725 

7.0e-77 

185 
77 

(U73466) MipC [Mesembryanthemum crystallinum] 



199812 

63985JL.R1039 

uC-gsronu33B017c04bl 

BLASTX 

g2736075 

675 

5.0e-71 

209 

64 

(AF016644) PAP-specific phosphatase; 
[Arabidopsis thaliana] 



HAL2-like protein 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



199813 

64024_1.R1039 
uC-gsronu33B017h07bl 

199814 

64037_1.R1039 
uC-gsronu33B160hl2bl 

199815 

64051_1.R1039 

g5046411 

BLASTX 

g3201615 

608 

5.0e-63 

251 

51 

(AC004669) unknown protein [Arabidopsis thaliana] 
199816 

64108JL.R1039 
uC-gsronu33B116d03bl 

199817 

64111_1.R1039 
uC-gsflnu33B138dl0bl 



27038 



Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



BLASTX 

g2598575 

233 

3.0e-19 

134 

39 

(Y15293) MtN21 [Medicago truncatula] 



199818 

64157_1.R1039 

uC-gsronu33B019h02bl 

BLASTX 

g2673915 

383 

2.0e-66 

172 

69 

(AC002561) putative cytochrome P- 



■450 [Arabidopsis thaliana] 



199819 

64164J..R1039 

uC-gsronu33B166g03b2 

BLASTX 

g4063744 

210 

1.0e-16 
69 

(AC005851) hypothetical protein [Arabidopsis thaliana] 
199820 

64175_1.R1039 

uC-gsronu33B077fllbl 

BLASTX 

g4090200 

156 

3.0e-10 

50 

62 

(AJ012310) WUSCHEL protein [Arabidopsis thaliana] 
199821 

64180_1.R1039 
uC-gsflnu33B018c01bl 

199822 

64182_1.R1039 
uC-gsronu33B021bl2bl 

199823 

64193_1.R1039 

uC-gsronu33B021d01bl 

BLASTX 

gl931655 

261 

3.0e-22 
176 



27039 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



(U95973) receptor-kinase isolog [Arabidopsis thaliana] 
199824 

64219JL.R1039 

uC-gsronu33B090a08bl 

BLASTN 

g2062705 

33 

9.0e-09 

34 
59 

Human butyrophilin (BTF5) mRNA, complete cds 
199825 

64221JL.R1039 

uC-gsronu33B021g02bl 

BLASTX 

g3184288 

234 

2.0e-19 

58 

69 

(AC004136) unknown protein [Arabidopsis thaliana] 
199826 

64231JL.R1039 

uC-gsflnu33B085h03bl 

BLASTX 

g2281633 

162 

3.0e-19 

119 

52 

(AF003097) AP2 domain containing protein RAP2.4 
[Arabidopsis thaliana] 

199827 

64322_1.R1039 
uC-gsronu33B029ellbl 

199828 

64326JL.R1039 

uC-gsronu33B137d03bl 

BLASTN 

g3821780 

36 

1.0e-10 

46 

66 

Xenopus laevis cDNA clone 27A6-1 
199829 

64333JL.R1039 
uC-gsflnu33B071g09bl 



Seq. No. 



199830 



27040 



Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



64335JL.R1039 

uC-gsronu33B048d03bl 

BLASTX 

g2493318 

324 

1.0e-30 

97 

71 

BLUE COPPER PROTEIN PRECURSOR >gi | 562779 | emb | CAA80963 | 

(Z25471) blue copper protein [Pisum sativum] 

>gi|1098264 |prf | I2115352A blue Cu protein [Pisum sativum] 

199831 

64340JL.R1039 

g5045472 

BLASTX 

g3702332 

246 

1.0e-20 

181 
32 

(AC005397) unknown protein [Arabidopsis thaliana] 
199832 

64343_1.R1039 

uC-gsronu33B031b04bl 

BLASTX 

gl246403 

389 

2.0e-37 

178 

48 

(X94698) TINY [Arabidopsis thaliana] >gi 13406035 (AC005405) 
TINY [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199833 

64432JL.R1039 

g5046816 

BLASTX 

g2224911 

814 

3.0e-87 

182 

85 

(U93048) somatic embryogenesis receptor-like kinase [Daucus 
carota] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 



199834 

64457JL.R1039 
uC-gsronu33B109b01bl 

199835 

64461JL.R1039 
uC-gsronu33B164c01b2 

199836 

64472 1.R1039 



27041 



5' -most EST 



uC-gsflnu33B129hl0bl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199837 

64498JL.R1039 

g5050382 
BLASTX 
g3335372 
401 

1.0e-38 

269 
38 

(AC003028) putative SRG1 protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199838 

64520J..R1039 

uC-gsronu33B037c05bl 

BLASTX 

g4220527 

259 

2.0e-22 

85 

64 

(AL035356) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



199839 

64544JL.R1039 
uC-gsflnu33B049h01bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199840 

64550_1.R1039 

g5045356 

BLASTX 

g4544432 

808 

2.0e-86 

180 

82 

(AC006955) putative mannose-l-phosphate guanyltransf erase 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199841 

64567_1.R1039 

uC-gsflmaxxa095allbl 

BLASTX 

g2213600 

1034 

1.0e-113 

290 

69 

(AC000348) T7N9.20 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



199842 

64597_1.R1039 
uC-gsflnu33B100a05bl 



Seq. No. 
Contig ID 



199843 

64610 1.R1039 



27042 



5 1 -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBi GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 



uC-gsronu33B038e!2bl 
199844 

64654JL.R1039 

uC-gsflnu33B146f03bl 

BLASTX 

gl644402 

455 

3.0e-45 

184 

48 

(U73524) putative ATP/GTP-binding protein [Homo sapiens] 
199845 

64668JL.R1039 
g5049407 

199846 

64713JL.R1039 

g5044613 

BLASTX 

gl351856 

804 

3.0e-86 

174 

84 

ACONITATE HYDRATASE, CYTOPLASMIC (CITRATE HYDRO-LYASE) 
(ACONITASE) >gi | 868003 | dbj | BAA06108 | (D29629) aconitase 
[Cucurbit a sp.] 

199847 

64716J..R1039 

uC-gsronu33B040el2bl 

BLASTX 

g2316016 

552 

1.0e-78 

290 
60 

(U92650) MRP-like ABC transporter [Arabidopsis thaliana] 
199848 

64720_1.R1039 

uC-gsronu33B040f08bl 

BLASTX 

gl657619 

203 

2.0e-15 

156 

31 

(U72504) G5p [Arabidopsis thaliana] >gi 13068710 (AF049236) 
putative transmembrane protein G5p [Arabidopsis thaliana] 

199849 

64726JL.R1039 

uC-gsflnu33B056hllbl 

BLASTX 



27043 





rtA ^f)Q7^0 


BLAST score 


232 


E value 


5.0e-19 


L v lciL.OIl _LcIiyL.Il 
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beq. no. 
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uontig lu 
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NCBI GI 


gl212921 


BLAST score 


352 


E value 


z . ue jo 


Match, length. 




% identity 


65 


NCBI Description 


(X95953) aquaporin [Helianthus annuus] 


beq. NO. 


1 QQP. R1 


coning iu 


D*t f I ± 1. JMUj^ 


o -most: hoi 


uu — gsronuoor>u4 xguoox 


beq. no. 


1 QQQ R9 

i y y o dz 


uonrig iu 


&a q no 1 Di n^Q 


0 IUOSU HjD 1 


iif-rtcrrinn "3 "5R fi /l 9 of! QK1 


Method 


±5J_iAo i A 


NCBI GI 


g2462760 


BLAST score 


424 


E value 


z . ue — 4 i 


Match length 


1/4 


% identity 


52 


NCBI Description 


(AC002292) Hypothetical protein [Arabidops. 


beg. no. 




uonng iu 


£A8 ^ 1 Pi Pi "3 Q 


o -most: Jijbi 


UU— gS^±nUJO]^lUUa±UD-L 


beg. no. 


1 QQQ R/l 


uontig iu 


o4o04 1 .KlUjy 


0 ItlOSL ILbl 


iiP-rrcrnnn^^Rl A 7K0 "^Vil 
UC goiOIlUO OJj-L f± /DUOJJ-L 


Method 


bltAblA 






BLAST score 


375 


E value 


5.0e-36 


Match length 


139 


% identity 


53 


NCBI Description 


FLAVONOL SULFOTRANS FERASE-L I KE >gi | 498647 



sulfotransferase-like flavonol 



U10277) 
[Flaveria bidentis] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



199855 . 

64890J..R1039 

g5046291 

BLASTX 

gl346754 

1134 

1.0e-128 



27044 



Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



258 
84 

SERINE /THREONINE PROTEIN PHOSPHATASE PP1 ISOZYME 2 
>gi|421851|pir| | S31086 phosphoprotein phosphatase (EC 
3.1.3.16) 1 catalytic chain (clone T0PP2) - Arabidopsis 
thaliana >gi i 166797 (M93409) catalytic subunit [Arabidopsis 
thaliana] 

199856 

64914JL.R1039 
g5050338 

199857 

64937_1.R1039 
uC-gsronu33B047h01bl 

199858 

64973_1.R1039 

g5050093 

BLASTX 

gl805654 

358 

8.0e-34 

159 

48 

(X99972) calmodulin-stimulated calcium- AT Pa se [Brassica 
oleracea] 

199859 

64974_1.R1039 
uC-gsronu33B154f!0b2 

199860 

64985_1.R1039 

uC-gsronu33B0,4 9d02bl 

BLASTX 

g4107103 

207 

2.0e-16 

61 

62 

(AB015143) AHP3 [Arabidopsis thaliana] 
199861 

65007JL.R1039 
uC-gsronu33B049gl2bl 

199862 

65020JL.R1039 

uC-gsronu33B150cl2bl 

BLASTX 

g3269287 

939 

1.0e-102 

201 
89 

(AL030978) GH3 like protein [Arabidopsis thaliana] 



27045 



Seq, No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% Identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



199863 

65043J..R1039 

uC-gsronu33B050c09bl 

BLASTX 

g2911040 

514 

5.0e-52 

186 

55 

(AL021961) receptor protein kinase 
[Arabidopsis thaliana] 



like protein 



199864 

65057JL.R1039 

uC-gsronu33B050el0bl 

BLASTX 

g3004565 

285 

3.0e-25 

124 

49 

(AC003673) putative protein kinase [Arabidopsis thaliana] 
199865 

65066_1.R1039 

uC-gsflnu33Bl46e08bl 

BLASTX 

gl755166 

849 

4.0e-91 

213 

76 

(U75194) germin-like protein [Arabidopsis thaliana] 
199866 

65087_1.R1039 

g5047189 

BLASTX 

gl723660 

139 

4.0e-10 

137 

34 

HYPOTHETICAL 27.6 KD PROTEIN IN RPL26B-ACB1 INTERGENIC 
REGION >gi|2132589|pir| [S64327 probable membrane protein 
YGR036c - yeast (Saccharomyces cerevisiae) 
>gi|1323019|emb|CAA97024| (Z72821) ORF YGR036c 
[Saccharomyces cerevisiae] 

199867 

65100_1.R1039 
uC-gsronu33B051gllbl 

199868 

65104_1.R1039 
uC-gsronu33B051h02bl 



27046 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 , -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199869 

65181J..R1039 

uC-gsronu33B108f08bl 

BLASTX 

g4105697 

715 

1.0e-75 

195 
64 

(AF049870) thaumatin-like protein [Arabidopsis thaliana] 
199870 

65185_1.R1039 

uC-gsronu33B057d08bl 

BLASTX 

g452519 

146 

5.0e-09 

78 

24 

(D26362) similar to Human homolog of Drosopkila female 
sterile homeotic mRNA ( HUMFSHG) [Homo sapiens] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199871 

65195_1.R1039 

g5047412 

BLASTX 

g3335345 

748 

3.0e-79 

204 

77 

(AC004512) Contains similarity to ABC transporter 
gb|1651790 from Synechocystis sp. gb|D90900. [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 



199872 

65223_1.R1039 
uC-gsflnu33B061g01bl 



199873 

65285_1.R1039 

g5046882 

BLASTX 

g3953458 

812 

7.0e-87 

251 

68 

(AC002328) F20N2, 



3 [Arabidopsis thaliana] 



199874 

65285_2.R1039 

uC-gs f lnu33Bl 0 9f 0 6bl 

BLASTX 

g3953458 



27047 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



372 

1.0e-35 

140 

56 

(AC002328) F20N2.3 [Arabidopsis thaliana] 
199875 

65286JL.R1039 

uC-gsflnu33B141fl0bl 

BLASTX 

g3775999 

575 

2.0e-59 

169 

69 

(AJ010463) RNA helicase [Arabidopsis thaliana] 
199876 

65288_1.R1039 

uC-gsronu33B110h02bl 

BLASTN 

g3775998 

49 

2.0e-18 

225 

80 

Arabidopsis thaliana mRNA for DEAD box RNA helicase, RH11 
199877 

65296_1.R1039 

uC-gsflnu33B011f06bl 

BLASTN 

g3821780 

34 

2.0e-09 

34 

59 

Xenopus laevis cDNA clone 27A6-1 
199878 

65299_1.R1039 
uC-gsronu33B061d05bl 

199879 

65300_1.R1039 
uC-gsronu33B061d07bl 

199880 

65304_1.R1039 

uC-gsronu33B060e05bl 

BLASTX 

g2244855 

239 

4.0e-20 

104 

47 

(Z97337) hypothetical protein [Arabidopsis thaliana] 



27048 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199881 

65307_1.R1039 
uC-gsronu33B061f06bl 

199882 

65309JL.R1039 

g3326195 

BLASTX 

gl084349 

454 

6.0e-45 

106 

85 

aldehyde dehydrogenase homolog btg-26 - rape 
>gi I 913941 |bbs 1 164188 (S77096) aldehyde dehydrogenase 
homolog=btg-26 [Brassica napus, cv. Bridger, Peptide, 4 94 
aa] [Brassica napus] 

199883 

65377J..R1039 

uC-gsronu33B062al2bl 

BLASTX 

g4559333 

327 

2.0e-30 

112 

39 

(AC007087) unknown protein [Arabidopsis thaliana] 



199884 

65400__1.R1039 

uC-gsronu33B062e07bl 

BLASTX 

g3913633 

111 

5.0e-ll 

56 

70 

HYPOTHETICAL PROTEIN F8A5.25 >gi | 
protein [Arabidopsis thaliana] 



2462742 (AC002292) Unknown 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



199885 

65422J..R1039 

uC-gsflnu33B136h09bl 

BLASTX 

gl518113 

151 

6.0e-10 

35 
74 

(U66193) SLL2 [Brassica „ napus] 
199886 

65489_1.R1039 
uC-gsflnu33B140g05bl 



27049 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



199887 

65492_1.R1039 

uC-gsronu33B076f05bl 

BLASTX 

g4510379 

310 

2.0e-28 

125 

50 

(AC007017) hypothetical protein [Arabidopsis thaliana] 
199888 

65522_1.R1039 

uC-gsronu33B077al2bl 

BLASTX 

g3924597 

341 

6.0e-32 

148 

48 

(AF069442) putative oxidoreductase [Arabidopsis thaliana] 
199889 

65527_1.R1039 

g3326129 

BLASTX 

g4234941 

261 

2.0e-22 

208 

25 

(AF097938) cytosolic phosphoglucomutase [Populus tremula x 
Populus tremuloides] 

199890 

65528_1.R1039 
uC-gsflnu33B012d04bl 

199891 

65549JL.R1039 

uC-gsronu33B077e01bl 

BLASTX 

g2739000 

372 

2.0e-46 

216 

49 

(AF022459) CYP71D10p [Glycine max] 
199892 

65549_2.R1039 

uC-gsronu33B169g01bl 

BLASTX 

g3334661 

330 

2.0e~51 
187 



27050 



% identity 56 

NCBI Description (Y10490) putative cytochrome P450 [Glycine max] 

Seq. No. 199893 

Contig ID 65617_1 .R1039 

S'-most EST g5049306 

Method BLASTX 

NCBI GI g!35535 

BLAST score .870 

E value 8.0e-94 

Match length 220 

% identity 81 



NCBI Description T-COMPLEX PROTEIN 1, ALPHA SUBUNIT (TCP-1-ALPHA) 

(CCT-ALPHA) >gi|322602|pir| IJN0448 t-complex polypeptide 
Tcp-1 - Arabidopsis thaliana >gi | 217871 | dbj | BAA01955 | 
(D11351) t-complex polypeptide 1 homologue [Arabidopsis 
thaliana] >gi 1 2326265 | dbj | BAA21772 | (D11352) CCT 
alpha/TCP-1 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
S'-most EST 



199894 

65622_1.R1039 
uC-gsronu33B078dl2bl 



Seq. No. 
Contig ID 
5 '-most EST 



199895 

65630JL.R1039 
uC-gsronu33B078ellbl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199896 

65637_1.R1039 

uC- gs f lnu3 3 B 1 4 2h0 2bl 

BLASTX 

g3236261 

243 

9.0e-42 
181 
49 

(AC004684) 
thaliana] 



putative zinc finger protein [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199897 

65659_1.R1039 

uC-gsflmaxxa026f05bl 

BLASTX 

g3228668 

144 

5.0e-09 

71 

41 

(AF069988) nitrilase 



1 [Mus mus cuius] 



Seq. No. 199898 

Contig ID 65665_1 .R1039 

5 '-most EST uC-gsronu33B079allbl 

Method BLASTX 

NCBI GI gll43511 

BLAST score 773 

E value 2.0e-82 



27051 



Match length 

% identity 

NCBI Description 



1ST •* ' 
92 

(Z47076) Ser/Thr protein phosphatase homologous to PPX 
[Malus domestica] >gi | 1586034 | prf | | 2202340A Ser/Thr protein 
phosphatase [Malus domestical 



Seq. No. 


lyyoyy 


Contig ID 


do / oo I . Kiu^y 


5' -most EST 


uC-gsronu33bl!2d03bl 


Method 


BLASTX 


NCBI GI 


— *d no a c m 

g39^4597 


BLAST score 


ceo 


E value 


1 . Oe-56 


Match length 


191 


% identity 


c o 
DO 


NCBI Description 


(AF069442) putative oxidoreductase 


Seq. No. 


199900 


Contig ID 


65/4o l.Rluoy 


5 -most EST 


uu-gsrinuoobUootu ooi 


Seq. No. 


199901 


Contig ID 


65749 1.R1039 


5' -most EST 


g5044311 


Method 


BLASTX 


NCBI GI 


gl707412 


BLAST score 


428 


E value 


5.0e-42 


Match length 


195 


% identity 


45 


NCBI Description 


(X95906) Cleavage and Polyadenylat 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



protein [Bos taurus] 
199902 

65804JL.R1039 

uC-gsronu33B143f01bl 

BLASTX 

g4522008 

224 

2.0e-18 

88 
55 

(AC007069) hypothetical protein 



[Arabidopsis thaliana] 



199903 

65806_1.R1039 

g3326581 

BLASTX 

g2829893 

951 

1.0e-103 

225 

85 

(AC002311) phosphoglucomutase [Arabidopsis thaliana] 
199904 

65996 1.R1039 



27052 



5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-gsronu33B089d04bl 

BLASTX * 

g2213597 

334 

4.0e-31 

119 
54 

(AC000348) T7N9.17 [Arabidopsis thaliana] 
199905 

66023JL.R1039 

uC-gsflnu33B062fl0bl 

BLASTX 

g3929333 

194 

5.0e-24 

145 

41 

CYTOCHROME P450 76B1 (7-ETHOXYCOUMARIN O-DEETHYLASE ) (ECOD) 
(PHENYLUREA DEALKYLASE) >gi | 2370230 | emb | CAA71054 | (Y09920) 
7-ethoxycoumarin O-deethylase [Helianthus tuberosus] 

199906 

66026_1.R1039 
uC-gsflnu33B129fl0bl 

199907 

66027_1.R1039 

uC-gsflnu33B028bl2bl 

BLASTX 

g3164222 

169 

6.0e-12 

131 

35 

(AB008518) RMA1 
(AF071527) RMA1 
thaliana] 



[Arabidopsis thaliana] >gi 14206205 
RING zinc finger protein [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199908 

66029_1.R1039 
uC-gsronu33B0 8 9h0 6bl 

199909 

66057_1.R1039 

uC-gsronu33B090e02bl 

BLASTX 

g3702317 

176 

9.0e-13 

61 

61 

(AC005397) unknown protein [Arabidopsis thaliana] 
>gi]4559376|gb|AAD23036.1|AC006526_l (AC006526) unknown 
protein [Arabidopsis thaliana] 



Seq. No. 



199910 



27053 



Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



66062JL.R1039 

uC-gsronu33B090eO 9bl 

BLASTX 

g2570523 

310 

2.0e-28 

111 

58 

(AF022873) inorganic phosphate transporter [Lycopersicon 
esculentum] 



Seq. No. 

Contig ID 
5' -most EST 



199911 

66072JL.R1039 
uC-gsronu33B132d09bl 



Seq. No. 
Contig ID 
5' -most EST 



199912 

66088J..R1039 
uC-gsronu33B096b01bl 



Seq. No. 
Contig ID 
5' -most EST 



199913 

66099_1.R1039 
uC-gsflmaxxa058al0bl 



Seq. No. 
Contig ID 
5 '-most EST 



199914 

66102J..R1039 
g5046926 



Seq. No. 
Contig ID 
5' -most EST 



199915 

66107_1.R1039 
uC-gsronu33B098al0bl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199916 

66117_2.R1039 

uC-gsronu33B098c01bl 

BLASTX 

g3434975 

351 

4.0e-33 

148 

54 

(AB008107) ethylene responsive element binding factor 5 
[Arabidopsis thai i ana] 



Seq. No. 
Contig ID 
5 '-most EST 



199917 

66146_1.R1039 
uC-gsflnu33B012gllbl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199918 

66156_1.R1039 

uC-gsronu33Bl 0 6h05b2 

BLASTX 

g3850823 

534 

1.0e-54 

120 

88 

(Y18351) U2 snRNP auxiliary factor, 



large subunit 



27054 



[Nicotiana plumbagini folia] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199919 

66182JL.R1039 

g5045858 

BLASTX 

gl706319 

652 

5.0e-70 

200 

63 

HISTIDINE DECARBOXYLASE (HDC) (TOM92) 
>gi|481829|pir| IS39554 histidine decarboxylase (EC 
4.1.1.22) - tomato >gi I 416534 1 emb | CAA507 19 | (X71900) 
histidine decarboxylase [Lycopersicon esculentum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199920 

66197_1.R1039 

uC-gsflmaxxa076cl0bl 

BLASTX 

g3080415 

387 

2.0e-37 
125 
59 

(AL022604) 
thaliana] 



cysteine proteinase - like protein [Arabidopsis 



Seq. No. 

Contig ID 
S'-most EST 



199921 

66224_1.R1039 
uC-gsronu33B099g08bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199922 

66240_1.R1039 

uC-gsronu33B100al2bl 

BLASTX 

g4263522 

140 

4.0e-09 

55 

42 

(AC004044) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199923 

66259JL.R1039 

g3325586 

BLASTX 

gl890317 

1096 

1.0e-120 

274 

74 

(Y11791) peroxidase ATP26a 



[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



199924 

66282_1.R1039 
uC-gsronu33B179a06bl 



27055 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2244952 

212 

2.0e-17 

75 

63 

(Z97340) 



strong similarity to ZK688.3 protein 



Caenorhabditis elegans [Arabidopsis thaliana] 
199925 

66307_1.R1039 

uC-gsronu33B101d02bl 

BLASTX 

g!208497 

384 

5.0e-37 

119 

65 

(D38125) EREBP-4 [Nicotiana tabacum] 
199926 

66333_1.R1039 
g3220218 

199927 

66334JL.R1039 
uC-gsronu33B103a05bl 

199928 

66338_1.R1039 

uC-gsronu33B162g04b2 

BLASTX 

gl055162 

241 

3.0e-20 

157 

41 

(U40029) coded for by C. elegans cDNA ykl6bl.3; coded for 
by C. elegans cDNA yk8g6.5; coded for by C. elegans cDNA 
yk8g6.3; coded for by C. elegans cDNA yk6d3.5; coded for by 
C. elegans cDNA yk6d3.3; coded for by C. elegans cDNA 
yk7e!2.5; co 

199929 

66352J..R1039 

uC-gsronu33B103c01bl 

BLASTX 

g3182950 

175 

4.0e-12 

98 

39 

CHROMODOMAIN-HELICASE-DNA-BINDING PROTEIN 2 (CHD-2) 
>gi 1 2645431 (AF006514) CHD2 [Homo sapiens] 
>gi| 4557449|ref | NP__001262 . 1 |pCHD2 | chromodomain helicase 
DNA binding protein 



27056 



Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



199930 

66353_1.R1039 

uC-gsronu33B103c05bl 

BLASTX 

g2880042 

310 

2. Oe-28 

87 

64 

(AC002340) 
hydrolase 



putative 3-hydroxyisobutyryl-coenzyme A 
[Arafoidopsis thaliana] 



199931 

66370_1.R1039 

g5049689 

BLASTX 

g4220527 

658 

8.0e-69 

213 

56 

(AL035356) putative protein [Arabidopsis thaliana] 
199932 

66374_1.R1039 

uC-gsronu33B103e07bl 

BLASTX 

g2582971 

331 

1.0e-30 

98 

66 

(D83711) TKRP125 [Nicotiana tabacum] 
199933 

66390_1.R1039 
uC-gsronu33B103g04bl 

199934 

66412JL.R1039 

uC-gsronu33B138d08bl 

BLASTX 

g4490309 

870 

9.0e-94 

222 
73 

(AL035678) 
thaliana] 



peroxidase ATP17a-like protein [Arabidopsis 



199935 

66419_1.R1039 
uC-gsflnu33B008cllbl 

199936 

66507_1.R1039 
uC-gsronu33B143h07bl 



27057 



Mpthnd 


BLASTX 


NCBI GI 


g2677828 


BLAST score 


813 


TP va T n & 
£j value 




iy_ai,cn lengLn 


1 ft R 
10 3 


3- -1 /Hon t" n t" \7 




LNO.DX UcoL/IiptlUIl 


^U_/-_?lvU/ Uy O tCXlid jJlULCaOC |_ XT X U.1 1 U.O dXlLLCllXCL <^CL J 


QQ/f T\Jn 


X _7 _7 / 


f nn +- 1 rr T H 
wllLlU X U 


QOJ-U X«I\XVJO_7 


R » — most" F.ST 


nP-a<3ronu33B106e04b2 


Mot~ ri nrl 


RT.A^TX 


NPRT PT 


a38920S8 

y jo Jivjo 


BLAST score 


528 


E value 


1.0e-53 


L v ia. L. Oil J_fSliyL.il 


99Q 


o x (_nc; 1 1 i, x i, _y 


1 o 


NCBI Description 


(AC002330) putative glutamate-/aspartate-binding peptide 




[Arabidopsis thaliana] 




1 QQQ^fl 

X_7_7_700 


L-kji 1 1 L.y iu 


66 c >49 1 RlfRQ 

UO.J*___ X.IXXUJ-? 


C 1 mnnf DOT 1 

o — mosr Hibi 


gDU4 / 04 i? 


beg. jno . 


1 QQQQQ 


uonrig ±u 


boooy i.KiUjy 


R 1 —-Tine; +- pqfp 


nP-ncf 1 mavvafll 9^071^1 
UL ySIlIUaAAaUItJju fD± 


L lCf L.11VJL-. 


DilflkJ J. Z\ 


NCBI GI 


g4490735 


BLAST score 


463 


TP ua 1 n<_ 
Hi val U.ti 


__ • uc ft O 


\A ^ 4- /~i V"i 1 r\-i/^t- Vi 

lYldLOxl XCiiyL,Il 


1 

IjO 




o / 


NCBI Description 


^riXjUoO / L/o J putaLlve prOIclIl [filaDlQOpSlS L.na.xla.ilci j 


beq. LNO. 


iy yy4 u 


zoning iu 


Dooyy x.Kiuoy 


3 IlLU O U Hi O I 




Mot" HaH 

1 1C- LliUU 


DLirlO i. _\ 


MpRT CLT 
LNbDi ul 


rr97 ^Q97 Q 


Di-Hol 5C-UIC 


Ofl J 


E value 


2.0e-32 


Match length 


145 


^ laentiLy 


AQ 
*± o 


lnudi Description 


ji / / ; snort, cndin aiconoi cienyaroyenase L^icu(_i<_iiici 




i-aharnml >rri I 9 7 Q1 *^ -I 1 emh 1 TZ\ A 1 1 1 S A 1 (A.T99"317ft^ qhnrf phain 




aiconoi aenyurogenase L -Nicotian a uaDacuirij 


beq» lno» 


i y y y^ i 


uoiiLig iu 


i.Kiu^y 


3 iLlUibU HiD 1 


y olliLla.XAclU *± Dl UfiJ_Jl 






NCBI GI 


g466044 


BLAST score 


197 


E value 


7.0e-15 


Match length 


55 


% identity 


58 



27058 



II • 

NCBI Description HYPOTHETICAL ZINC FINGER PROTEIN ZK686.4 IN CHROMOSOME III 
>gi| 630780|pir | IS44909 ZK686.4 protein - Caenorhabditis 
elegans >gi 130434 6 (L17337) coded for by C. elegans cDNAs 
GenBank:M88869 and T01933; putative [Caenorhabditis 
elegans] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199942 

66656_1.R1039 

uC-gsflnu33B130c09bl 

BLASTX 

g3482910 

932 

1.0e-101 

211 

77 

(AC003970) Similar to rice water stress induced protein 
gi I 537404 [Arabidopsis thaliana] 

199943 

66657_1.R1039 

uC-gsflnu33B135h09bl 

BLASTX 

g4455129 

202 

1.0e-15 

118 

47 

(AF127761) ribonucleoprotein ZRNP1 [Homo sapiens] 
199944 

66741_1.R1039 

uC-gsflnu33B046c06bl 

BLASTN 

g3510336 

33 

8.0e-09 

49 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K18J17, complete sequence [Arabidopsis thaliana] 

199945 

66795JL.R1039 
uC-gsflnu33B107gl2bl 

199946 

66815_1.R1039 

uC-gsronu33B145h06bl 

BLASTX 

g2558664 

208 

2.0e-16 

61 

64 

(AC002354) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



199947 



27059 



Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



66837_1.R1039 

uC-gsronu33B110hl2bl 

BLASTX 

g3236238 

374 

6.0e-36 

76 

89 

(AC004684) putative ARF1 GTPase activating protein 
[Arabidopsis thaliana] >gi | 4519792 | dbj | BAA75744 . 1 | 
(AB017876) Aspl [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



199948 

66849JL.R1039 
uC-gsflnu33B036d07bl 



Method 


BLASTX 


NCBI GI 


g4455342 


BLAST score 


597 


E value 


1.0e-61 


Match length 


192 


% identity 


60 


NCBI Description 


(AL035522 ) O-methyltransf erase-1 




thaliana] 


Seq. No. 


199949 


Contia ID 


66852 1.R1039 


5' -most EST 


uC-gsronu33Blllc02bl 


Method 


BLASTX 


NCBI GI 


g4539324 


RT.AST score 


572 


E value 


5.0e-59 


Match length 


166 


% identity 


75 


NCBI Description 


(AL03567 9) kinesin like protein 


Seq. No. 


199950 


Contig ID 


66876JL.R1039 


5 '-most EST 


uC-gsronu33Blllel0bl 


Method 


BLASTX 


NCBI GI 


g2281103 


BLAST score 


288 


E value 


8.0e-26 


Match length 


97 


% identity 


55 


NCBI Description 


(AC002333) Glucan endo-1, 3-beta 




[Arabidopsis thaliana] 


Seq. No. 


199951 


Contig ID 


66881 1.R1039 


5 '-most EST 


uC-gs f lnu3 3B0 3 6h0 7bl 


Seq. No. 


199952 


Contig ID 


66910 1.R1039 


5' -most EST 


g5044649 


Method 


BLASTX 


NCBI GI 


g3834302 


BLAST score 


956 



27060 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-104 

250 
77 

(AC005679) Similar to gb|D45384 vacuolar ^-pyrophosphatase 
from Oryza sativa. ESTs gb|F14272 and gb|F14273 come from 
this gene. [Arabidopsis thaliana] 

199953 

66927J..R1039 
uC-gsronu33B113cl0bl 

199954 

66933_1.R1039 

uC-gsronu33B113d07bl 

BLASTX 

g2281102 

185 

9.0e-14 

85 

55 

(AC002333) SF16 isolog [Arabidopsis thaliana] 
199955 

66976JL.R1039 

g3326265 

BLASTX 

gl706082 

320 

9.0e-53 

176 

63 

SERINE CARBOXY PEPTIDASE II-3 PRECURSOR (CP-MII.3) 
>gi| 629787 | pir | (S44191 serine-type carboxypeptidase {EC 
3.4.16.1) II-3 - barley >gi | 619350 | bbs i 153536 
CP-MII.3=serine carboxypeptidase [Hordeum vulgare=barley, 
cv. Alexis, aleurone, Peptide, 516 aa] 

>gi | 474392 | emb|CAA55478 | (X78877) serine carboxylase II-3 
[Hordeum vulgare] 

199956 

66976_2.R1039 

g5050714 

BLASTX 

gl706082 

739 

2.0e-78 

226 

59 

SERINE CARBOXYPEPTIDASE II-3 PRECURSOR (CP-MII.3) 
>gi I 629787 | pir | IS44191 serine-type carboxypeptidase (EC 
3.4.16.1) II-3 - barley >gi I 619350 | bbs 1 153536 
CP-MII.3=serine carboxypeptidase [Hordeum vulgare^barley, 
cv. Alexis, aleurone, Peptide, 516 aa] 

>gi|474392|emb|CAA55478| (X78877) serine carboxylase II-3 
[Hordeum vulgare] 



Seq. No. 



199957 



27061 



Contig ID 


ooy /,/ l.Kiuoy 


5 '-most EST 


uC-gsronu3oBll4auoDl 


Seq. No. 


iy yyoo 


Contig ID 




o -most tibi 




Method 


nj 7\ o rpv 

BLAbiX 


NCBI GI 


gz4 DZOiJ 


BLAST score 


202 


E value 


2.0e-15 


Match length 


oU 


% identity 




NCBI Description 


(AF000657) contains Procite 1 RNP1 T putative RNA-bindi] 




region [Arabidopsis thaliana] 


Seq. No. 


1 QQQCQ 

iy y yoy 


Contig ID 


66983 1.R1039 


5* -most EST 


uC-gsronu33B114b07bl 


Seq. No. 


i a n o c a 


Contig ID 


66985_1 . R1039 


5 -most EST 


uC-gsrlmaxxa004hulDl 


Seq. No. 


1 AAA/ — t 


Contig ID 


67020 1.R1039 


o -most EST 


gou4 bui y 


Method 


BLASTX 


NCBI GI 


g3901268 


BLAST score 


260 


E value 


2 . Oe-22 


Match length 


206 


% identity 


35 


NCBI Description 


(AF060173) SV2 related protein [Rattus norvegicus] 


Seq. No. 


lyyyoz 


Contig ID 


67042 1.R1039 


5 '-most EST 


uC-gsronu33B154dl2b2 


Seq. No. 


1 A A A /" O 

199963 


Contig ID 


67053 1.R1039 


5 '-most EST 


g5046217 


Seq. No. 


199964 


Contig ID 


67079__1.R1039 


o -most EST 


uC-gsronuJJBll oeu obi 


Method 


DT 7\ O T> V 


NCBI GI 


g3540201 


BLAST score 


759 


E value 


8 . 0e-81 


Match length 


A 1 O 

218 


% identity 


*7 A 

72 


NCBI Description 


(AC004260) Putative nuclear protein [Arabidopsis thai 


Seq. No. 


199965 


Contig ID 


67136 1.R1039 


5' -most EST 


uC-gsronu33B117c08bl 


Method 


BLASTX 



27062 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4490303 
410 

6.0e-40 

99 

77 

(AL035678) putative protein [Arabidopsis thaliana] 
199966 

67146JL.R1039 
uC-gsflnu33B136c!2bl 

199967 

67166JL.R1039 
uC-gsronu33B117fl2bl 

199968 

67173JL.R1039 

uC-gsronu33B168h03bl 

BLASTX 

g3702323 

578 

2.0e-59 

162 

73 

(AC005397) unknown protein [Arabidopsis thaliana] 
199969 

67190JL.R1039 

uC-gsronu33B145al0bl 

BLASTX 

g2739309 

187 

4.0e-19 

123 

31 

(Y15990) P-glycoprotein-like protein [Arabidopsis thaliana] 
199970 

67215_1.R1039 
uC-gsflnu33B079c05bl 

199971 

67223JL.R1039 
uC-gsronu33B124bl0bl 

199972 

67250_1.R1039 

uC-gsronu33B124h06bl 

BLASTX 

g3183321 

514 

5.0e-52 

223 

48 

HYPOTHETICAL 28.1 KD PROTEIN C4F8.03 IN CHROMOSOME I 
>gi|2330820|emb|CAB11050| (Z98530) hypothetical protein 
[Schizosaccharomyces pombe] 



27063 



II 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199973 

67275_1.R1039 

uC-gsronu33B124g09bl 

BLASTX 

g499068 

736 

6.0e-78 

187 

79 

(X77301) GTPase [Glycine max] 



Seq. No. 
Contig ID 
5 '-most EST 



199974 

67302J..R1039 
uC-gsronu33B125b08bl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199975 

67328_1.R1039 

uC-gsronu33B146b04bl 

BLASTX 

g3935187 

601 

2.0e-62 

159 

72 

(AC004557) F17L21.30 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199976 

67380_1.R1039 

uC-gsflmaxxa027h05bl 

BLASTX 

g4218122 

287 

1.0e-25 

165 
45 

(AL035353) putative protein 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199977 

67408JL.R1039 

g5048564 

BLASTX 

g2290532 

553 

1.0e-56 

168 
64 

(U94748) AN11 [Petunia x hybrida] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



199978 

67445JL.R1039 

uC-gsronu33B127bl0bl 

BLASTX 

g2462749 

289 

6.0e-26 
95 



27064 



o 



% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



64 

(AC002292) Putative Serine/Threonine protein kinase 
[Arabidopsis thaliana] 

199979 

67470JL.R1039 
uC-gsronu33B127el0bl 

199980 

67475_1.R1039 

uC-gsronu33B127fl0bl 

BLASTX 

g3420239 

917 

2.0e-99 

173 

100 

(AF059484) actin [Gossypium hirsutum] 
199981 

67482JL.R1039 

uC-gsronu33B127g02bl 

BLASTX 

gl279588 

325 

3.0e-30 

121 

50 

(Z71749) glutathione S-transferase [Nicotiana 
plumbaginifolia] 

199982 

67527_1.R1039 

uC-gsronu33B12 9cl0bl 

BLASTX 

g3927825 

345 

2.0e-32 

75 

88 

(AC005727) putative dTDP-glucose 4-6-dehydratase 
[Arabidopsis thaliana] 

199983 

67595JL.R1039 
uC-gsronu33B130c07bl 

199984 

67651JL.R1039 

g3326543 

BLASTX 

g2739004 

490 

3.0e-49 

215 

50 

(AF022461) CYP82Clp [Glycine max] 



27065 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



199985 

67703_1.R1039 

g5048462 

BLASTX 

g4539386 

590 

6.0e-61 

246 
33 

(AL035526) extensin-like protein [Arabidopsis thaliana] 
199986 

67706JL.R1039 
uC-gsflnu33B012a04bl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 



199987 

67749_1.R1039 
uC-gsronu33B134d08bl 

199988 

67752_1.R1039 

uC-gsronu33B144b09bl 

BLASTX 

g2213627 

182 

1.0e-13 

49 
65 

(AC000103) F21J9.19 [Arabidopsis thaliana] 
199989 

67762_1.R1039 

uC-gsflnu33B114f09bl 

BLASTX 

g3860333 

340 

5.0e-32 

115 

57 

(AJ012693) basic blue copper protein [Cicer arietinum] 
199990 

67806_1.R1039 

uC-gsronu33B136b03bl 

BLASTX 

g4567225 

256 

6.0e-22 

86 

57 

(AC007119) unknown protein [Arabidopsis thaliana] 
199991 

67828JL.R1039 

uC-gsronu33B136d07bl 

BLASTX 



27066 



# 





rrdA671 ^7 
yi*tO / 1j / 


BLAST score 


237 


E value 


5.0e-20 


iMai-cn lengLn 


i 


% identity 


4 o 


IN^ol jje&cx. ipt-ion 






[Arabidopsis thaliana] 


beq. no. 


iy y yyz 


uonrig lu 


d / o 4 y i . kiu jy 




U.^ gol UI1U OODIO OIJU 0 JJ1 






NCBI GI 


g3046815 


BLAST score 


271 


E value 


1 . U6 /j 


Match length 


101 


% identity 


36 


NCBI Description 

/ 


(AL021687) cytochrome P450 [Arabidopsis 


beq, no. 


iyy y yj 


^onciy iu 




d — most fcjbi 


uo— gsronuj jdij onu /di 


Seq. No, 


iyy 994 


Contig ID 


o /o / o 1 . KlUoy 


D -IIlOSu Cibi 


uu— gsronuJoDio /duioi 


i v ietnoa 


DT TV CTV 


JNLdI bl 


goooyooy 


BLAST score 


695 


E value 


3.0e-73 


Match length 




% identity 


£7 


NCBI Description 


(AL031394) putative potassium transport 




[Arabidopsis thaliana] 


Q /-r "Kirs 

beq. jno. 


i y y y yo 


Lontig ill 


£7fiffPt 1 P1 n^Q 
D/Ooo 1.i\1U-j^ 


5 '-most EST 


uC-gsrlnuooBl JlDUyDl 


beq. No. 


iy yyyo 


uontig id 


d / y^o i . Kiuoy 


o mosn iiibi 


gsronujor3U /nu io± 




DT 7VQTY 


NCBI GI 


g285286 


BLAST score 


206 


E value 




Match length 


/O 


% identity 




NCBI Description 


flavonol 4 1 -sulf otransf erase - Flaveria 


Seq, No. 


lyyyy / 


Contig ID 


67946 1.R1039 


5' -most EST 


uC-gsronu33B138allbl 


Method 


BLASTN 


NCBI GI 


g4512656 


BLAST score 


54 


E value 


4.0e-21 



27067 



Match length 


A Q£ 


% lueuciry 


0 4 


jnodi uescnp uion 






sequence, complete sequence 


C « « TIT 

Seq. No. 


iyy yyo 


Contig ID 


o/yoo i.Riujy 


o —most bbl 


uL-gsronujoDi^oDU yD± 


Method. 


i3J_iH.o 1 A 


NCBI GI 


g2979553 


BLAST score 


491 


E value 


z , ue-4y 


Marcn lengun 


1 C A 


% identity 


OU 


NCBI Description 


(AOUUoboU) nypotnetiical protein [Ararjiaopsis tnaiianaj 


Seq. No. 


*t a a ft ft ft 

199999 


Contig ID 


67972 1.R1039 


o -most bbl 


ut- gsrinuJ obi J /eiiDi 


Method 




NCBI GI 


g3080411 


BLAST score 


145 


E value 


4 . ue— uy 


Match length 


O 0 


% identity 


75 


NCBI Description 


(AL022604) putative protein [Arabidopsis thaliana] 


Seq. No. 


A A ft ft A A 

200000 


Contig ID 


67983 1.R1039 


5 1 -most EST 


uC-gsronu33B138e04bl 


Seq. No. 


A ft A A A 1 

200001 


Contig ID 


/""7 A A A *1 nl ATA 

67990_1 . R1039 


o — mosr box 


uo-gs r imaxxa i u oai id i 


Method 


ny 7\ OTV 


NUnl Cj± 




BLAST score 


36 


E value 


9.0e-ll 


Match length 


E A 

52 


% identity 


ft A 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 




MJC20, complete sequence [Arabidopsis thaliana] 


Seq. No. 


A ft A A A A 

200002 


conrig xu 


oouzy i.Kiuoy 


5 T -most EST 


g5044652 


Seq. No. 


A ft A A A 

200003 


Contig ID 


68121 1.R1039 


o -most EST 


uC-gsronuooB14 laU /bl 


Method 


bLAb 1A 


JNUbl \jX 


„i oci on 
giz faizu 


BLAST score 


265 


E value 


8.0e-23 


Match length 


116 


% identity 


47 


NCBI Description 


AGGLUTININ ALPHA CHAIN (MPA) >gi | 81437 | pir i IS15825 



27068 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



agglutinin alpha chain - Osage orange 

>gi|4139497|pdb|UOT|A Chain h f Structure Of The Lectin Mpa 
Complexed With T -Antigen Disaccharide 

200004 

68148JL.R1039 
uC-gsflmaxxa076d04bl 

200005 

68153J..R1039 

g5049889 
BLASTX 
g4510373 
532 

3.0e-54 

192 
54 

(AC007017) putative ha rpin- induced protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200006 

68161J..R1039 

g5045522 

BLASTX 

g2808531 

123 

4.0e-09 

180 

20 

(Y12860) peroxisomal integral membrane protein [Homo 
sapiens] 

200007 

68169JL.R1039 

g5047704 

BLASTX 

g4539395 

754 

4.0e-80 

256 

56 

(AL035526) putative protein [Arabidopsis thaliana] 
200008 

68226_1.R1039 

g5049203 

BLASTX 

g732207 

163 

5.0e-ll 

79 

44 

HYPOTHETICAL 75.4 KD PROTEIN IN AUT1-CSE2 INTERGENIC REGION 
>gi I 626466 Ipir | IS45131 probable membrane protein YNR008w - 
yeast (Saccharomyces cerevisiae) >gi { 496725 | emb i CAA5457 6 | 
(X77395) N2042 [Saccharomyces cerevisiae] 
>gi|1302482|emb|CAA96285| (Z71623) ORF YNR008w 



27069 



II 



[Saccharomyces cerevisiae] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200009 

68246_1.R1039 

g5045745 

BLASTX 

g4455302 

368 

6.0e-35 

137 

62 

(AL035528) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



200010 

68310_1.R1039 
uC-gsronu33B145b02bl 



Seq. No. 
Contig ID 
5' -most EST 



200011 

68318JL.R1039 
uC-gsronu33B145c03bl 



Seq. No. 
Contig ID 
5' -most EST 



200012 

68340_1.R1039 
uC-gsronu33B14 9b07bl 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
"NCBI Description 



200013 

68373_1.R1039 

uC-gsf lnu33B07 8g02bl 

BLASTX 

g2828241 

262 

8.0e-23 

68 

68 

(AJ000885) Expansin [Brassica napus] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200014 

68402_1.R1039 

uC-gsronu33B14 6e01bl 

BLASTX 

gl730621 

238 

6.0e-20 

101 

49 

HYPOTHETICAL 48.1 KD PROTEIN IN TUB1-CPR3 INTERGENIC REGION 
>gi| 630106|pir| IS48817 hypothetical protein YML079w - yeast 
(Saccharomyces cerevisiae) >gi | 587531 | emb | CAA86498 | 
(Z46373) orf, len: 423, CAI : 0.18, 27.4% identity in 307 aa 
overlap with S36201 S36201 hypothetical protein 1 - 
Rhizobium leguminosarum [Saccharomyces cerevisiae] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



200015 

68417_1.R1039 

uC-gsflmaxxa042g07bl 

BLASTX 

g3153889 



27070 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



374 

9.0e-36 

118 
63 

(AF065444) root iron transporter protein [Pisum sativum] 
200016 

68525_1.R1039 

uC-gsronu33B148d01bl 

BLASTX 

g4262233 

253 

1.0e-21 

139 

46 

(AC006200) hypothetical protein [Arabidopsis thaliana] 
200017 

68555_1.R1039 

uC-gsronu33B148gllbl 

BLASTX 

g4006865 

689 

9.0e-73 

153 

82 

(Z99707) putative protein [Arabidopsis thaliana] 
200018 

68569_1.R1039 

uC-gsronu33B149a02bl 

BLASTX 

g3075393 

483 

1.0e-48 

122 
75 

(AC004484) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200019 

68656JL.R1039 

uC-gsflmaxxa047a02bl 

BLASTX 

g2392769 

291 

7.0e-26 

92 
62 

(AC002534) putative histone deacetylase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 



200020 

68679JL.R1039 
uC-gsronu33B150d03bl 

200021 

68743 1.R1039 



27071 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-gsronu33B153b09b2 

BLASTX 

g3005576 

795 

4.0e-85 

185 

81 

(AF047718) putative high affinity nitrate transporter; 
GmNRT2 [Glycine max] 



Seq. No, 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200022 

68744_1.R1039 
uC-gsflnu33B085c06bl 

200023 

68772_1.R1039 

g5049526 

BLASTX 

g2495155 

744 

5.0e-79 

181 

79 

GLUTAMYL-TRNA REDUCTASE 1 
>gi|1694926|dbj IBAA08910I 
[Cucumis sativus] 



PRECURSOR (GLUTR) 

(D50407) glutamyl-tRNA reductase 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200024 

68779_1.R1039 

g5050586 

BLASTX 

g4006834 

800 

1.0e-85 

190 

82 

(AC005970) enoyl-ACP reductase (enr-A) [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI- GI 
BLAST score 
E value 



200025 

68806_1.R1039 

uC-gsronu33B154al2b2 

BLASTX 

g2281090 

277 

2.0e-24 

131 

46 

(AC002333) hypothetical protein [Arabidopsis thaliana] 
200026 

68845JLR1039 

uC-gsronu33bl!2el2bl 

BLASTX 

g4006882 

638 

9.0e-67 



27072 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160 
78 

(Z99707) UDP-glucuronyltransf erase-like protein 
[Arabidopsis thaliana] 

200027 

68910JL.R1039 

uC-gsflnu33B082c08bl 

BLASTX 

gl755166 

388 

1.0e-37 

102 

75 

(U75194) germin-like protein [Arabidopsis thaliana] 
200028 

68922_1.R1039 

uC-gsronu33B155e01b2 

BLASTX 

g2384956 

319 

4.0e-29 

187 
36 

(AF022985) 
elegans] 



No definition line found [Caenorhabditis 



200029 

68950_1.R1039 
uC-gsronu33B155gllb2 

200030 

68983_1.R1039 

g5049793 

BLASTX 

g3915023 

214 

4.0e-17 

56 
68 

SUCROSE-PHOSPHATE SYNTHASE 1 

(UDP-GLUCOSE-FRUCTOSE-PHOSPHATE GLUCOS YLTRANS FERASE 1) 
>gi | 2588888 | dbj | BAA23213 | (AB005023) sucrose-phosphate 
synthase [Citrus unshiu] 

200031 

68990_1.R1039 

uC-gsronu33B156fl2bl 

BLASTX 

g3927830 

342 

3.0e-32 

134 

37 

(AC005727) hypothetical protein [Arabidopsis thaliana] 



27073 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 



200032 

69003J..R1039 

uC-gsronu33B157a08bl 

BLASTX 

g3080415 

251 

9.0e-22 
54 
81 

(AL022604) 
thaliana] 



cysteine proteinase - like protein [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No* 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



200033 

69007_1.R1039 

uC-gsflnu33Blllg05bl 

BLASTX 

g2145356 

747 

3.0e-79 

207 

72 

(Y11122) HD-Zip protein [Arabidopsis thaliana] >gi 13132474 
(AC003096) homeobox protein, ATHB-14 [Arabidopsis thaliana] 

200034 

69023J..R1039 

uC-gsronu33B157e02bl 

BLASTX 

g2231062 

238 

1.0e-19 

113 

47 

(Z92911) beta- (1,3-1, 4) -glucanase [Streptococcus bovis] 
200035 

69033JL.R1039 

uC-gsflmaxxa045d04bl 

BLASTX 

g3860255 

225 

3.0e-18 

139 
40 

(AC005824) hypothetical protein [Arabidopsis thaliana] 
200036 

69041JL.R1039 
uC-gsronu33B157g07bl 

200037 

69042_1.R1039 

uC-gsronu33B157gllbl 

BLASTX 

g4490705 

172 

1.0e-12 



27074 



Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



41 
83 

(AL035680) 
thaliana] 



ribosomal protein L14-like protein [Arabidopsis 



200038 

69090_1.R1039 
uC-gsflnu33B074a03bl 

200039 

69100_1.R1039 

uC-gsflnu33B084el2bl 

BLASTX 

g2760837 

369 

5.0e-35 

228 

36 

(AC003105) putative cytochrome 



P450 [Arabidopsis thaliana] 



200040 

69110_1.R1039 

uC-gsf lnu33B130c0 6b 1 

BLASTX 

g2746086 

333 

8.0e-31 

226 

36 

(AF025292) putative high-affinity potassium transporter 
[Hordeum vulgare] 

200041 

69133_1.R1039 

g5048037 

BLASTX 

g3256756 

157 

3.0e-10 

198 
24 

(AP000002) 327aa long hypothetical galactose-l-phosphate 
uridyltransferase [Pyrococcus horikoshii] 



200042 

69139J..R1039 

uC-gsronu33B159b04bl 

BLASTX 

g2827536 

255 

1.0e-21 

101 

48 

(AL021633) hypothetical protein 



[Arabidopsis thaliana] 



200043 

69222 1.R1039 



27075 



5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 



uC-gsronu33B160cl2bl 

BLASTX 

g2160166 

446 

3.0e-44 
162 
55 

(AC000132) 



No definition line found [Arabidopsis thaliana] 



200044 

69285JL.R1039 

g5044327 

BLASTX 

g3257978 

535 

2.0e-54 

230 

48 

(AP000006) 249aa long hypothetical protein [Pyrococcus 
horikoshii] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200045 

69325_1.R1039 

uC-gsronu33B162g07b2 

BLASTX 

g4249419 

244 

3.0e-32 
99 
77 

(AC006072) 
thaliana] 



hypothetical protein, 3 1 partial [Arabidopsis 



Seq. No. 


200046 


Contig ID 


69330 1.R1039 


5' -most EST 


g5044968 


Method 


BLASTX 


NCBI GI 


g2632106 


BLAST score 


150 


E value 


1.0e-09 


Match length 


30 


% identity 


93 


NCBI Description 


(Z98760) arginyl-tRNA 


Seq. No. 


200047 


Contig ID 


69434 1.R1039 


5 '-most EST 


uC-gsflnu33B115c08bl 


Seq. No. 


200048 


Contig ID 


69481 1.R1039 


5' -most EST 


uC-gsronu33B164h02b2 


Method 


BLASTX 


NCBI GI 


gl495251 


BLAST score 


384 


E value 


7.0e-37 


Match length 


181 


% identity 


48 



27076 



o 



NCBI Description (Z70314) heat-shock protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



200049 

69504JL.R1039 
uC-gsflnu33B130a06bl 

200050 

69540JL.R1039 

uC-gsflnu33B046g01bl 

BLASTX 

g3342802 

699 

8.0e-74 

163 

79 

(AF061838) putative cytosolic 6-phosphogluconate 
dehydrogenase [Zea mays] 

200051 

69554_1.R1039 
uC-gsronu33B166hl2b2 

200052 

69561JL.R1039 
g3326622 - 
BLASTX 
gl709129 
762 

1.0e-95 

194 

89 

GLYCOGEN SYNTHASE KINASE-3 HOMOLOG MSK-3 
>gi|481018|pir| IS37642 protein kinase MSK-3 (EC 2.7.1.-) 
alfalfa >gi I 313148 [ emb I CAA48472 | (X68409) protein kinase 
[Medicago sativa] 

200053 

69617JL.R1039 

g3326159 

BLASTX 

gl352439 

186 

1.0e-22 

104 

58 

EUKARYOTIC TRANSLATION INITIATION FACTOR 5 (EIF-5) 
>gi | 1008881 (L47221) eukaryotic initiation factor 5 
[Phaseolus vulgaris] 

200054 

69737_1.R1039 

uC-gsflnu33B115f05bl 

BLASTX 

g2144098 

349 

1.0e-32 
208 



27077 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



39 

SC2 - rat >gi 1 256994 | bbs 1 115268 (S45663) SC2=synaptic 
glycoprotein [rats, brain, Peptide, 308 aa] [Rattus sp.] 



200055 

69750JL.R1039 

g5049756 

BLASTX 

g3915039 

891 

3.0e-96 

211 

82 

SUGAR CARRIER PROTEIN C >gi 1169718 
protein [Ricinus communis] 



(L08196) sugar carrier 



200056 

69752JL.R1039 

uC-gsronu33B169f06bl 

BLASTX 

g2129855 

1284 

1.0e-142 

275 

86 

mitogen-activated protein kinase MMK2 
alfalfa 



200057 

69785_1.R1039 

g5050160 

BLASTX 

g3334276 

267 

3.0e-23 

131 

43 

AUTOANTIGEN NGP-1 >gi | 179285 
sapiens] 



(EC 2.7.1.-) - 



(L05425) autoantigen [Homo 



200058 

69790_1.R1039 

g5046367 

BLASTX 

g4106395 

1356 

1.0e-150 

280 
85 

(AF073744) raffinose synthase [Cucumis sativus] 
200059 

69798_1.R1039 

uC-gsflnu33B114f03bl 

BLASTX 

g2622654 

280 



27078 



# 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



3.0e-33 

187 

43 

(AE000913) heavy-metal transporting CPx-type ATPase 
[Methanobacterium thermoautotrophicum] 



200060 

69814JL.R1039 

uC-gsronu33B170e07bl 

BLASTX 

gll68729 

516 

2.0e-52 

181 

59 

C I NNAMYL -ALCOHOL DEHYDROGENASE ELI3-1 
>gi|282867|pir| IS28044 ELI3-2 protein 



(CAD) 

- Arabidopsis 



thaliana >gi | 16267 | emb | CAA4 8027 
[Arabidopsis thaliana] 

200061 

69869_1.R1039 

g5047393 

BLASTX 

g4544449 

761 

5.0e-81 

211 

75 

(AC006592) putative peroxidase 



(X67816) Eli3-1 



[Arabidopsis thaliana] 



200062 

69923_1.R1039 

g5048776 

BLASTX 

g4263712 

490 

3.0e-49 

138 

68 

(AC006223) putative ribosomal protein S12 [Arabidopsis 
thaliana] 

200063 

69959_1.R1039 
uC-gsronu33B178f05bl 

200064 

70066JL.R1039 
uC-gsflnu33B128cl2bl 

200065 

70079_1.R1039 

uC-gsflmaxxa054d09bl 

BLASTX 

g3157951 

987 



27079 



E, value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-107 

218 

93 

(AC002131) Contains similarity to vesicle trafficking 
protein gb|U91538 from Mus musculus. ESTs gb|F15494 and 
gb|F14097 come from this gene. [Arabidopsis thaliana] 



200066 

70111JL.R1039 

uC-gsronu33b02 3h0 lbl 

BLASTX 

g3426039 

320 

2.0e-29 

146 

46 

(AC005168) unknown protein 



[Arabidopsis thaliana] 



200067 

70138 JL.R1039 
uC-gsronu33b025c04bl 

200068 

70141_1.R1039 

uC-gsronu33b025c08bl 

BLASTX 

gl223579 

253 

1.0e-22 

72 
72 

(X96481) cDNAlOl [Arabidopsis thaliana] 
200069 

70154J..R1039 

uC-gsronu33b025dllbl 

BLASTX 

g2244996 

396 

3.0e-38 

179 

12 

(Z97341) similarity to a membrane-associated salt-inducible 
protein [Arabidopsis thaliana] 

200070 

70172JL.R1039 

uC-gsronu33b025g03bl 

BLASTX 

g2230757 

630 

1.0e-65 

152 

79 

(Y11969) dnaJ-like protein [Arabidopsis thaliana] 



Seq, No. 



200071 



27080 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



70205J..R1039 

uC-gsflnu33B005a07bl 

BLASTX 

g4510371 

218 

3.0e-17 

142 
42 

(AC007017) 
thaliana] 



putative harpin- induced protein [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
S'-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



200072 

70243_1.R1039 

uC-gsronu33bll2fllbl 

BLASTX 

g2317729 

394 

2.0e-38 

125 

71 

(AF013627) reversibly glycosylated polypeptide-1 
[Arabidopsis thaliana] 

200073 

70263_1.R1039 
uC-gsronu33bll2hl2bl 

200074 

70265_1.R1039 

uC-gsflmaxxa098d!2bl 

BLASTX 

g3924604 

299 

8.0e-27 

227 

16 

(AF069442) putative leucine-rich repeat protein 
[Arabidopsis thaliana] 

200075 

70282JL.R1039 

uC-gsflmaxxa040a04bl 

BLASTX 

g!706822 

623 

6.0e-65 

173 
66 

FLAVONOL SYNTHASE (FLS) >gi | 421946 | pir | | S33510 flavonol 
synthase - garden petunia >gi | 311658 | emb | CAA802 64 | (Z22543) 
flavonol synthase [Petunia x hybrida] 

200076 

70305_1.R1039 
uC-gsflmaxxa060f01bl 



Seq. No. 



200077 



27081 



Con-tig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



70349_1.R1039 

uC-gsflmaxxa002d04bl 

BLASTX 

g3138972 

254 

8.0e-22 

64 

75 

(AF038505) dihydrolipoylacyltransf erase subunit of the 
branched-chain alpha- keto acid dehydrogenase complex 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200078 

70383JL.R1039 

uC-gs f ImaxxaO 5 7 e 0 3b 1 

BLASTX 

g2252844 

260 

2.0e-22 

130 

42 

(AF013293) belongs to the cytochrome p450 family 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



200079 

70454JL.R1039 
uC-gsflmaxxa003h09bl 



Seq. No. 
Contig ID 
5' -most EST 



200080 

70468JL.R1039 
uC-gsflmaxxa060b05bl 



Seq. No. 
Contig ID 
5 '-most EST 



200081 

70514JL.R1039 

uC-gs f ImaxxaO 7 6d08bl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200082 

70532J..R1039 

uC-gs f ImaxxaO 4 7g06bl 

BLASTX 

g2979544 

276 

2.0e-24 

105 

50 

(AC003680) putative cytochrome P-450 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 f -most EST 



200083 

70616_1.R1039 
uC-gsflmaxxa009c09bl 



Seq. No. 

Contig ID 
5 1 -most EST 
Method 
NCBI GI 
BLAST score 



200084 

70617_1.R1039 

g5049277 

BLASTX 

gl711381 

901 



27082 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
S'-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-97 

206 

83 

PHOSPHOSERINE AMINOTRANSFERASE PRECURSOR (PSAT) 
>gi|1256204|dbj |BAA12206| (D84061) phosphoserine 
aminotransferase [Spinacia oleracea] 

200085 

70637JL.R1039 

uC-gsflmaxxa009cllbl 

BLASTX 

g543565 

203 

8.0e-16 

78 

49 

hypothetical 10. OK protein - Zinnia elegans 
>gi|4 93721|dbj |BAA06462| (D30802) TED4 [Zinnia elegans] 
>gi I 641903 (U19266) putative nonspecific lipid transfer; 
auxin induced gene [Zinnia elegans] 

200086 

70639JL.R1039 
uC-gsflmaxxa009e09bl 

200087 

70653_1.R1039 
uC-gsflmaxxa009ellbl 

200088 

70686_1.R1039 

uC-gsflmaxxa070el2bl 

BLASTX 

gl25889 

376 

5.0e-36 

131 

55 

PROBABLE PECTATE LYASE P59 PRECURSOR >gi | 280400 | pir | | S27098 
pectate lyase (EC 4.2.2.2) LAT59 - tomato 

>gi| 19271|emb|CAA33523| (X15499) P59 protein [Lycopersicon 
esculentum] 

200089 

70686_2.R1039 

uC-gs f Imaxxa 0 4 3d0 9b 1 

BLASTX 

g!25889 

224 

3.0e-18 

86 

50 

PROBABLE PECTATE LYASE P59 PRECURSOR >gi | 28 04 00 | pir | | S27 0 98 
pectate lyase (EC 4.2.2.2) LAT59 - tomato 

>gi|19271|emb|CAA33523| (X15499) P59 protein [Lycopersicon 
esculentum] 



27083 



ft 



Seq,. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



200090 

70690JL.R1039 

uC-gsflmaxxa010a05bl 

BLASTX 

g3810855 

164 

5.0e-ll 

110 

38 

(AL032684) hypothetical protein 



[Schizosaccharomyces pombe] 



200091 

70715_1.R1039 

uC-gsflmaxxa010d05bl 

BLASTX 

g4056460 

150 

2.0e-09 

175 

32 

(AC005990) Contains similarity to gb|L26505 Met30p from 
Saccharomyces cerevisiae. ESTs gb|F14133, gb|T4 6217, 
gb|AA404758 and gb|Z37647 come from this gene. [Arabidopsis 
thaliana] 

200092 

70718JL.R1039 
uC-gsflnu33B060a03bl 

200093 

70721JL.R1039 
g3325954 

200094 

70748_1.R1039 

uC-gsflmaxxa011d02bl 

BLASTX 

g4063751 

240 

5.0e-20 

178 , 
33 

(AC005851) putative white protein [Arabidopsis thaliana] 
>gi I 4510409 | gb | AAD21495.il (AC006929) putative white 
protein [Arabidopsis thaliana] 

200095 

70759JL.R1039 

uC-gs f ImaxxaO 4 5e0 6b 1 

200096 

70763JL.R1039 
uC-gsflmaxxa012b05bl 

200097 

70769JL.R1039 
uC-gsflmaxxa012bl2bl 



27084 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 



BLASTX 

g4206210 

328 

1.0e-30 

109 

60 

(AF071527) putative calcium channel 
>gi | 4263043 | gb | AAD15312 | (AC005142) 
channel [Arabidopsis thaliana] 



[Arabidopsis thaliana] 
putative calcium 



200098 

70818_1.R1039 

uC-gsf Imaxxa015a03bl 

BLASTX 

g2129834 

240 

3.0e-20 

97 

57 

low molecular weight heat shock protein precursor (clone 
Hsp22.3) - soybean >gi 1710434 (U21723) Hsp22.3 [Glycine 
max] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5* -most EST 
Method 
NCBI GI 
BLAST score 



200099 

70868JL.R1039 

g5050795 

BLASTX 

g2130139 

154 

8.0e-10 

106 

33 

hypothetical protein - maize >gi | 949980 | emb | CAA61258 ; 
(X88779) orf [Zea mays] 



200100 

70896_1.R1039 

uC-gsflmaxxa026fllbl 

BLASTN 

g2828188 

34 

2.0e-09 

90 

84 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K3K3, complete sequence [Arabidopsis thaliana] 



TAC clone: 



200101 

70919_1.R1039 
uC-gsflmaxxa090dl0bl 

200102 

70921JLR1039 

g5049531 

BLASTX 

g2642429 

222 



27085 



E value 
Match length 
% identity 
NCBI Description 



a.0e-18 

55 
20 

(AC002391) putative poly (A) -binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -mo st EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200103 

70947_1.R1039 

uC-gsflnu33B114e05bl 

BLASTN 

g510879 

63 

9.0e-27 

175 

84 

B.oleracea mRNA for aspartic protease 
200104 

70995_1.R1039 

g5047167 

BLASTX 

g3063709 

193 

1.0e-30 

286 
34 

(AL022537) putative protein [Arabidopsis thaliana] 
200105 

71011_1.R1039 
uC-gsflmaxxa028c!2bl 

200106 

71017_1.R1039 

uC- g s f lmaxxa 0 4 5 a 0 9b 1 

BLASTX 

g3386614 

237 

5.0e-20 

56 

36 

(AC004665) 
thaliana] 



putative transcription factor SF3 [Arabidopsis 



Seq. No. 
Contig ID 



200107 

71018JL.R1039 

uC-gsflmaxxa028d09bl 

BLASTX 

g4539459 

302 

2.0e-27 

80 

70 

(AL049500) putative protein [Arabidopsis thaliana] 
200108 

71056 1.R1039 



27086 



II 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. ' 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



uC-gsflmaxxa028h05bl 

BLASTX 

gl871526 

166 

3.0e-ll 

124 
31 

(X81997) 



leucine-rich-repeat protein [Helianthus annuus] 



200109 

71178_1.R1039 

uC-gsflmaxxa038g06bl 

BLASTX 

g2583128 

711 

4.0e-75 

168 

83 

(AC002387) hypothetical protein [Arabidopsis thaliana] 
200110 

71197_1.R1039 

uC- gs f lmaxxa 0 3 9 a 0 lb 1 

200111 

71209_1.R1039 

uC-gsflmaxxa054g!0bl 

BLASTX 

gll69451 

494 

8.0e-50 

153 

59 

PROBABLE GLUCAN ENDO-1, 3-BETA-GLUCOSIDASE A6 PRECURSOR 
( (l->3) -BETA-GLUCAN ENDOHYDROLASE) ( ( l->3 ) - BE T A- GLUCAN AS E) 
( BETA- 1 r 3 -ENDOGLUCANASE ) >gi | 322510 j pir | IS31906 
beta-1, 3-glucanase homolog - Arabidopsis thaliana 
>gi|22677 I emb | CAA49853 | (X70409) A6 [Arabidopsis thaliana] 
>gi I 2244764 | emb | CAB10187 | (297335) AMP-binding protein 
[Arabidopsis thaliana] 



200112 

71253JL.R1039 

uC-gsflmaxxa039g01bl 

BLASTX 

g2642443 

320 

1.0e-29 

111 

54 

(AC002391) putative cytochrome P450 



[Arabidopsis thaliana] 



200113 

71258_1.R1039 
uC-gsflmaxxa039g!0bl 



Seq. No. 



200114 



27087 



# 



Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



71263_1.R1039 
g3325654 

200115 

71303_1.R1039 

uC- gs f lmaxxa 0 4 0 dO 4 b 1 

BLASTX 

g2435406 

273 

4.0e-24 

91 
57 

(U83490) thaumatin-like protein [Arabidopsis thaliana] 
200116 

71312_1.R1039 

uC-gsflmaxxa040dl2bl 

BLASTX 

gl076625 

365 

7.0e-35 

108 
57 

glucan endo-1, 3-beta-D-glucosidase (EC 3.2.1.39) precursor 
- common tobacco >gi | 473102 | emb | CAA82271 | (Z28697) 
beta-1, 3-glucanase [Nicotiana tabacum] 

200117 

71322_1.R1039 

uC-gs f ImaxxaO 4 0 e 1 0b 1 

BLASTX 

g2808420 

274 

6.0e-24 

184 

35 

(Z97632) HIV-1 transcriptional elongation factor TAT 
cof actor TAT-SF1 [Homo sapiens] 

200118 

71327JL.R1039 
uC-gsflmaxxa040f03bl 

200119 

71339JL.R1039 

uC-gsflmaxxa040g03bl 

BLASTX 

g3108161 

261 

1.0e-22 
82 
62 

(AF061106) 
hybrida] 



putative monosaccharide transporter 1 [Petunia 



Seq. No. 
Contig ID 



200120 

71343 1.R1039 



27088 



II 



5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



uC-gsflnu33B139a06bl 
200121 

71352JL.R1039 
uC-gsflmaxxa054g05bl 

200122 

71357_1.R1039 
uC-gsflmaxxa040hl2fol 

200123 

71360JL.R1039 

uC -gs f lmaxxa 0 4 1 gO 7b 1 

200124 

71377_1.R1039 
uC-gsflmaxxa041bllbl 

200125 

71419JL.R1039 
uC-gsflmaxxa041fl0bl 

200126 

71425_1.R1039 

uC- gs f lmaxxa 0 4 1 gO 3b 1 

BLASTX 

g3581838 

313 

2.0e-28 

187 

38 

(AL031541) putative secreted arabinosidase 
coelicolor] 

200127 

71460_1.R1039 
uC-gsflmaxxa042b07bl 



200128 

71473JL.R1039 

g5047100 

BLASTX 

g2627181 

725 

1.0e-86 

184 

75 

(D89619) cycloartenol synthase 



[ Streptomyces 



[Pisum sativum] 



200129 

71494_1.R1039 

uC-gsflmaxxa042ellbl 

BLASTX 

gll69451 

393 

4.0e-38 
135 



27089 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53 

PROBABLE GLUCAN ENDO-1, 3-BETA-GLUCOSIDASE A6 PRECURSOR 
( (l->3) -BETA-GLUCAN ENDOHYDROLASE) ( (l->3) -BETA-GLUCANASE) 
(BETA-1, 3-ENDOGLUCANASE) >gi | 322510 | pir | IS31906 
beta-1, 3-glucanase homolog - Arabidopsis thaliana 
>gi|22677|emb|CAA49853| (X70409) A6 [Arabidopsis thaliana] 
>gi | 2244764 | emb | CAB10187 | (Z97335) AMP-binding protein 
[Arabidopsis thaliana] 

200130 

71500_1.R1039 

uC-gs f ImaxxaO 4 2 f 0 7bl 

BLASTX 

g2459445 

284 

4.0e-25 

89 

29 

(AC002332) 
thaliana] 



putative ribonucleoprotein [Arabidopsis 



200131 

71523_1.R1039 

g5048964 

BLASTX 

g4220474 

499 

4.0e-50 

246 

53 

(AC006069) putative myosin heavy chain [Arabidopsis 
thaliana] 

200132 

71533_1.R1039 

uC-gsflmaxxa043b03bl 

BLASTX 

g3763918 

319 

3.0e-29 

68 

84 

(AC004450) putative isopropylmalate dehydratase 
[Arabidopsis thaliana] 

200133 

71540_1.R1039 

uC-gsf Imaxxa043c02bl 

BLASTX 

g3258635 

260 

2.0e-22 

132 
39 

(AF041049) 4-coumarate:CoA ligase [Populus tremuloides] 



Seq. No. 



200134 



27090 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



71543_1.R1039 

uC-gsflmaxxa043c08bl 

BLASTN 

g2062691 

33 

5.0e-09 

33 

61 

Human sodium phosphate transporter 
cds 



(NPT4) mRNA, complete 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



200135 

71559_1.R1039 

uC-gsflmaxxa043d!2bl 

BLASTX 

g2317904 

295 

6.0e-42 

118 

73 

(U89959) Similar to rice chalcone synthase homolog, 
gpl U90341 | 2507617 and anther specific protein, 
gp|Y14507 | 2326772 [Arabidopsis thaliana] 

200136 

71567_1.R1039 

uC-gsflmaxxa043e09bl 

BLASTX 

g2244970 

578 

1.0e-59 

180 

59 

(Z97340) hypothetical protein [Arabidopsis thaliana] 
>gi I 2326365 |emb|CAA74765| (Y14423) putative cell wall 
protein [Arabidopsis thaliana] 

200137 

71627_1.R1039 
uC-gsflmaxxa045dl2bl 



200138 

71628JL.R1039 

uC-gsf Imaxxa060g03bl 

BLASTX 

g3790441 

237 

3.0e-44 

164 

71 

( AF0 30515) chaper onin 



60 alpha subunit [Canavalia lineata] 



200139 

71629_1.R1039 
uC-gsf Imaxxa045e03bl 
BLASTN 
g21090 



27091 



II 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



71 

2.0e-31 

292 

81 

Castor-bean mRNA for Rubisco subunit binding-protein alpha 
subunit 



Seq. No. 
Contig ID 
5 1 -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



200140 

71642J..R1039 

g5050118 

BLASTX 

gl084429 

367 

7.0e-35 

186 

42 



NCBI Description pectin esterase - Petunia inflata 



Seq* No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



200141 

71753JL.R1039 
uC-gsflmaxxa047b01bl 

200142 

71786JL.R1039 

uC-gs f ImaxxaO 4 7 e 0 5b 1 

BLASTX 

g2827713 

969 

1.0e-105 

221 
82 

(AL021684 ) pyridoxal-phosphate-dependent aminotransferase 
like protein [Arabidopsis thaliana] 



200143 

71791JL.R1039 

uC-gsflnu33B113b06bl 

BLASTX 

g2497538 

731 

1.0e-77 

155 

94 

PYRUVATE KINASE, CYTOSOLIC ISOZYME 
pyruvate kinase [Glycine max] 



>gi | 466350 (L08632) 



200144 

71826JL.R1039 
uC-gsflmaxxa048a03bl 

200145 

71839JL.R1039 
uC-gsflmaxxa048b07bl 

200146 

71847_1.R1039 
uC-gsf lmaxxa08 9g03bl 



27092 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200147 

71909_1.R1039 
uC-gsf lmaxxa04 9a0 9bl 

200148 

71921JL.R1039 

uC-gsflmaxxa049c05bl 

BLASTX 

g3881505 

150 

2.0e-09 

62 

45 

(Z47357) similar to the mouse hypothetical protein D15Kzl 
(PIR accession number A30222); cDNA EST EMBL:C08599 comes 

from this gene; cDNA EST EMBL:C07 385 comes from this gene; 

cDNA EST EMBL:C08733 comes from this gene; cDNA EST 

200149 

71941J..R1039 

uC-gsflmaxxa049el0bl 

BLASTX 

g2052510 

663 

5.0e-75 

195 
79 

(U95758) lysine-ketoglutarate reductase/saccharopine 
dehydrogenase bifunctional enzyme [Arabidopsis thaliana] 

200150 

71952_1.R1039 

uC-gsflmaxxa088cllbl 

BLASTX 

g2529683 

260 

2.0e-22 

77 

68 

(AC002535) unknown protein [Arabidopsis thaliana] 
200151 

71963J..R1039 
uC-gsflmaxxa049hllbl 

200152 

72087_1.R1039 

uC-gsflmaxxa096a09bl 

BLASTX 

g!871185 

397 

1.0e-38 

120 

63 

(U90439) seven in absentia isolog [Arabidopsis thaliana] 



27093 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200153 

72099_1.R1039 

uC-g s f lmaxxa 0 5 7 dO 9b 1 

BLASTX 

g4337202 

179 

7.0e-22 

104 

53 

(AC006403) 
thaliana] 



putative endosperm-specific protein [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200154 

72170JL.R1039 

g5049060 

BLASTX 

g3176680 

861 

1.0e-92 

246 

31 

(AC003671) Identical to polygalacuronase isoenzyme 1 beta 
subunit homolog mRNA gb|U63373. EST gb|AA404878 comes from 
this gene. [Arabidopsis thaliana] 

200155 

72203_1.R1039 

uC-gsflmaxxa058a07bl 

BLASTX 

g2447107 

364 

8.0e-35 

124 

55 

(U42580) A638R [Paramecium bursaria Chlorella virus 1] 
200156 

72217_1.R1039 

uC-gsflmaxxa058b09bl 

BLASTX 

g2443886 

527 

1.0e-53 

127 

84 

(AC002294) Unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



200157 

72267JL.R1039 
g5048596 

200158 

72268_1.R1039 

g5047328 

BLASTX 

g3608515 

816 



27094 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 "-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-87 

199 

76 

(AF090734) putative glycerol-3-phosphate acyltransf erase 
[Vicia faba] 

200159 

72277JL.R1039 
uC-gsflmaxxa096d03bl 

200160 

72322JL.R1039 

uC-gsflnu33B074e05bl 

BLASTX 

g3548810 

326 

6.0e-30 

198 

39 

(AC005313) putative chloroplast nucleoid DNA binding 
protein [Arabidopsis thaliana] 



200161 

72397JL.R1039 

uC-gsflmaxxa090b08bl 

BLASTX 

g2367392 

296 

1.0e-26 

108 

53 

(U82513) random slug CDNA25 protein 
discoideum] 



[ Dictyostelium 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



200162 

72427JL.R1039 

g5046085 

BLASTX 

gl072187 

146 

2.0e-10 

83 
46 

(U40941) coded for by C. elegans cDNA CEESB82F; coded 
by C. elegans cDNA CEESE93F [Caenorhabditis elegans] 

200163 

72434JL.R1039 

uC-gs f ImaxxaO 64cl lbl 

200164 

72456J..R1039 
uC-gsflnu33B001e08bl 

200165 

72476JL.R1039 
g5049749 



for 



27095 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



BLASTX 

g3860321 

707 

9.0e-75 

156 
82 

(AJ012687] 



beta-galactosidase [Cicer arietinum] 



200166 

72551_1.R1039 

g5050690 

BLASTX 

g2529663 

540 

4.0e-55 

127 

76 

(AC002535) putative lysophospholipase [Arabidopsis 
thaliana] >gi 13738277 (AC005309) putative lysophospholipase 
[Arabidopsis thaliana] 

200167 

72611JL.R1039 

g5045430 

BLASTX 

g401621 

271 

1.0e-23 

143 

43 

HYPOTHETICAL 20.4 KD PROTEIN IN TNAB-BGLB INTERGENIC REGION 
>gi 1 290561 (L10328) o!88 [Escherichia coli] >gi 11790149 
(AE000448) orf, hypothetical protein [Escherichia coli] 

200168 

72616JLR1039 

g3326315 

BLASTX 

g4325345 

271 

2.0e-23 

117 

16 

(AF128393) similar to thioredoxin-like proteins (Pfam: 
PF00085, Score=42.9, E=1.4e-ll, N=l); contains similarity 
to dihydroorotases (Pfam: PF00744, Score=154.9, E=1.4e-42, 
N=l) [Arabidopsis thaliana] 

200169 

72697JL.R1039 
uC-gsflmaxxa076fl0bl 

200170 

72800_1.R1039 

uC-gs f lmaxxa 1 0 7 aO 5bl 

BLASTX 

gl546700 



27096 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%. identity 

NCBI Description 



462 

3.0e-46 

147 

65 

(X98804) peroxidase ATP18a [Arabidopsis thaliana] 
200171 

72808_1.R1039 

g5045759 

BLASTX 

gl213629 

446 

5.0e-44 

204 

49 

(X95991) pectinesterase [Prunus persica] 
200172 

72809J.. R1039 
uC-gsflmaxxa089b07bl 

200173 

72872_1.R1039 

uC-gsflmaxxa090a01bl 

BLASTX 

gl305531 

297 

1.0e-26 

122 

43 

(U55219) defective chloroplasts and leaves; required for 
chloroplast development and palisade cell differentiation 
in leaves [Lycopersicon esculentum] >gi 11323698 (U55278) 
DCL [Solanum lycopersicum] 

200174 

72938_1.R1039 

uC-gsflnu33B141d08bl 

BLASTX 

g2894599 

519 

6.0e-53 

128 

76 

(AL021889) putative protein 



[Arabidopsis thaliana] 



200175 

72940J..R1039 

g5044704 

BLASTX 

g4006876 

315 

2.0e-28 

258 

48 

(Z99707) hypothetical protein [Arabidopsis thaliana] 



27097 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200176 

72978JL.R1039 
uC-gsflnu33B093a08bl 



200177 

73009JL.R1039 

g3326458 

BLASTX 

gl652678 

757 

2.0e-80 

332 
45 

(D90907) amidase 



[Synechocystis sp.] 



200178 

73034_1.R1039 

g5045151 

BLASTX 

g2507426 

876 

2.0e-94 

188 

82 

ALANYL-TRNA SYNTHETASE, MITOCHONDRIAL PRECURSOR 
(ALANINE— TRNA LIGASE) (ALARS) >gi 1 1673365 | emb | CAA80380 | 
(Z22673) mitochondrial tRNA-Ala synthetase [Arabidopsis 

thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



200179 

73143_1.R1039 

uC-gsflmaxxa096b07bl 

BLASTX 

g3834306 

377 

6.0e-36 

99 

69 

(AC005679) 
thaliana] 



EST gb|R65024 comes from this gene. [Arabidopsis 



200180 

73181_1.R1039 

uC-gsflnu33B063f03bl 

BLASTX 

gl076802 

152 

9.0e-10 

94 

41 

extensin-like protein - maize >gi | 600118 | emb | CAA84230 | 
(Z34 4 65) extensin-like protein [Zea mays] 

>gi 1 1096557 |prf | | 2111476A extensin-like domain [Zea mays] 
200181 

73189JL. R1039 

uC-gs f ImaxxaO 9 6g04bl 



27098 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4512675 

574 

4.0e-59 

155 

73 

(AC006931) 



putative citrate synthase [Arabidopsis thaliana] 



200182 

73202JL.R1039 

uC -gs f lmaxxa 0 9 8 c 0 6b 1 

BLASTX 

g3096945 

432 

2.0e-42 

102 

81 

(AL023094) 
thaliana] 



putative auxin-regulated protein [Arabidopsis 



Seq. No. 


200183 


Contig ID 


73266 1.R1039 


5' -most EST 


uC-gsflmaxxa097gl2bl 


Seq. No. 


200184 


Contig ID 


73281 1.R1039 


5' -most EST 


g5048685 


Method 


BLASTX 


NCBI GI 


g3831444 


BLAST score 


419 


E value 


a Hi-* a i 
o . ue-4i 


Match length 


115 


% identity 


70 


NCBI Description 


(AC005819) putative protein kinase 


Seq. No. 


200185 


Contig ID 


73293 1.R1039 


5' -most EST 


g5049391 


Method 


BLASTX 


NCBI GI 


g3128218 


BLAST score 


749 


E value 


1.0e-79 


Match length 


231 


% identity 


68 


NCBI Description 


(AC004077) putative endl3 protein 


Seq. No. 


200186 


Contig ID 


73315 1.R1039 


5' -most EST 


g5048662 


Method 


BLASTX 


NCBI GI 


g3650037 


BLAST score 


1258 


E value 


1.0e-139 


Match length 


291 


% identity 


84 


NCBI Description 


(AC005396) auxin-responsive GH3-li 



thaliana] 



27099 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5" -most EST 

Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



200187 

73335JL.R1039 

uC-gs f lmaxxa 0 9 8 f 0 6b 1 

BLASTX 

g2673906 

681 

8.0e-72 

167 

79 

(AC002561) putative DNA polymerase delta small subunit 
[Arabidopsis thaliana] 

200188 

73384_1.R1039 

uC-gsflmaxxal06f07bl 

BLASTX 

g4193320 

648 

9.0e-68 

203 
63 

(AF045473) histone deacetylase [Zea mays] 



200189 

73556_1.R1039 
uC-gsflnu33B002g03bl 

200190 

73571JL.R1039 

uC-gsflnu33B003a07bl 

BLASTX 

g3668069 

978 

1.0e-106 

208 
89 

(U28007) Pto kinase interactor 



1 [Lycopersicon esculentum] 



200191 

73688J..R1039 

g5046145 

BLASTX 

g3033394 

207 

6.0e-16 

137 

31 

(AC004238) putative zinc-finger protein [Arabidopsis 
thaliana] 

200192 

73689_1.R1039 

uC-gsflnu33B005c03bl 

BLASTX 

g4455351 

249 



27100 



II 



E value 
Match length 
% identity 
NCBI Description 

Seg. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-27 

93 

68 

(AL035524] 



putative protein [Arabidopsis thaliana] 



200193 

73741_1.R1039 
uC-gsflnu33B006a01bl 

200194 

73808J..R1039 

g5050145 

BLASTX 

gl352458 

989 

1.0e-108 

221 
89 

INOSINE-5 1 -MONOPHOSPHATE DEHYDROGENASE (IMP DEHYDROGENASE) 
(IMPDH) (IMPD) >gi|2117507|pir| IJC4999 IMP dehydrogenase 
(EC 1.1.1.205) - Arabidopsis thaliana >gi 11100063 (L34684) 
IMP dehydrogenase [Arabidopsis thaliana] 

200195 

73810JL.R1039 

g5047922 

BLASTX 

g99992 

193 

2.0e-14 

79 
30 

protein disulf ide-isomerase (EC 5.3.4.1) precursor - 
alfalfa (clone B2) >gi 1166418 (M82973) putative 
endomembrane protein; putative [Medicago sativa] 

200196 

73832JL.R1039 

uC-gsflnu33B008d02bl 

BLASTX 

g!663722 

545 

2.0e-98 

241 

72 

(U50845) 4-coumarate: coenzyme A ligase [Nicotiana tabacum] 
200197 

73936JL.R1039 

uC-gsflnu33B011a07bl 

BLASTX 

g2245030 

426 

9.0e-48 

162 

59 

(Z97341) apetala2 domain TINY homolog [Arabidopsis 



27101 



thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200198 

74022_1.R1039 

g5047506 

BLASTX 

g4335763 

679 

2.0e-71 

161 

80 

(AC006284) unknown protein [Arabidopsis thaliana] 
200199 

74120_1.R1039 

uC-gsflnu33B013g01bl 

BLASTX 

g3386613 

358 

2.0e-34 

80 

84 

(AC004 665) putative ATP-dependent RNA helicase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



200200 

74125JL.R1039 

uC-gsflnu33B115e08bl 

BLASTX 

g4176420 

161 

7.0e-ll 

138 

36 

(AB008097) cytochrome P450 [Arabidopsis thaliana] 
200201 

74184_1.R1039 

uC-gsflnu33B015e06bl 

BLASTX 

gl361983 

345 

3.0e-32 

173 

44 

ARP protein - Arabidopsis thaliana >gi | 886434 | emb i CAA89858 | 
(Z49776) ARP protein [Arabidopsis thaliana] 

200202 

74276_1.R1039 

uC-gsflnu33B016hllbl 

BLASTX 

g2827529 

454 

3.0e-45 

161 

50 



27102 



NCBI Description (AL021633) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200203 

74279_1.R1039 
uC-gsflnu33B018a02bl 

200204 

74306_1.R1039 

uC-gsflnu33B018cl0bl 

BLASTX 

g4580469 

163 

6.0e-ll 

166 

30 

(AC006081) 
thaliana] 



putative zinc finger protein [Arabidopsis 



200205 

74323_1.R1039 

uC-gsflnu33B018e05bl 

BLASTX 

g3033389 

386 

4.0e-37 

187 

9 

(AC004238) Cf-2.1-like protein 



[Arabidopsis thaliana] 



200206 

74343_1.R1039 

uC-gsflnu33B018gllbl 

BLASTX 

g2494041 

609 

5.0e-63 

196 

62 

DIAMINOPIMELATE EPIMERASE >gi 1 1653875 | dbj | BAA18785 ] 
(D90917) diaminopimelate epimerase [Synechocystis sp.] 

200207 

74475JL.R1039 

g5046655 

BLASTX 

g2739385 

238 

1.0e-19 

66 

71 

(AC002505) putative beta-1, 3-glucanase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



200208 

74500_1.R1039 
g5049787 



27103 
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BLAST score 


165 


E value 
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NCBI Description 


(L34159) NADPH:quinone 




guanicoe] 


oeq. iNu - 
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E value 


1.0e-103 


Match length 


224 


% identity 


78 


NCBI Description 


(Z97341) similarity to 




[Arabidopsis thaliana] 



oxidoreductase/zeta crystallin [Lama 



isp4 protein - fission yeast 



Seq. No. 200212 
Contig ID 74676_1 .R1039 

5' -most EST g5047438 



Seq. No. 
Contig ID 
5' -most EST 



200213 

74681JL.R1039 
uC-gsflnu33B026gl2bl 



Seq. No. 200214 
Contig ID 74715_1.R1039 
5 '-most EST g5050434 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200215 

74719_1.R1039 

g5049906 

BLASTX 

g2983986 

160 

2.0e-10 

86 

47 

(AE000749) ribosomal protein L15 [Aquifex aeolicus] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



200216 

74749_1.R1039 

uC-gsflnu33B031fllbl 

BLASTX 

g4006917 

459 



27104 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-45 

202 

46 

(Z99708) putative protein [Arabidopsis thaliana] 
200217 

74755JL.R1039 
g5050301 

200218 

74790_1.R1039 

g5048125 

BLASTN 

g2924734 

38 

1.0e-ll 

155 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXE10, complete sequence [Arabidopsis thaliana] 



200219 

74799_1.R1039 

uC-gsflnu33B028h02bl 

BLASTX 

g3805960 

384 

9.0e-40 

115 

69 

(Y13771) laccase [Populus balsamifera subsp. 



trichocarpa] 



200220 

74922JL.R1039 

g3326006 

BLASTX 

g3059129 

386 

4.0e-37 

180 

49 

(AJ000477) cytochrome 
200221 

74951_1.R1039 

uC-gsflnu33B031h05bl 

BLASTX 

g3928097 

373 

8.0e-36 

132 

62 

(AC005770) 
thaliana] 



P450 [Helianthus tuberosus] 



unknown protein, 5* partial [Arabidopsis 



Seq. No. 
Contig ID 



200222 

75028 1.R1039 



27105 



5 '-most EST 



ft 



uC-gsflnu33B036fllbl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200223 

75072JL.R1039 

uC-gsflnu33B100f03bl 

BLASTX 

g4467157 

281 

4.0e-25 

117 

48 

(AL035540) disease resistance response like protein 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



200224 

75078JL.R1039 
uC-gsflnu33B037el2bl 



Seq. No. 
Contig ID 
5' -most EST 



200225 

75090_JL.R1039 
uC-gsflnu33B059fllbl 



Seq. No. 
Contig ID 
5' -most EST 



200226 

75095JL.R1039 
g5047876 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200227 

75114_1.R1039 

uC-gsflnu33B046b02bl 

BLASTX 

g!619321 

282 

4.0e-25 

97 

55 

(Y07563) hinl [Nicotiana tabacum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200228 

75241_1.R1039 

g3326374 

BLASTX 

gll70660 

528 

9.0e-54 

180 

56 

MEVALONATE KINASE (MK) >gi | 541880 | pir | | S42088 mevalonate 
kinase (EC 2.7.1.36) - Arabidopsis thaliana 
>gi I 456614 | emb | CAA54820 | (X777 93) mevalonate kinase 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 



200229 

75292JL.R1039 

uC-gsflnu33B050h08bl 

BLASTX 

gl362019 

257 



27106 



©' 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5" -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-22 

104 
56 

zinc finger protein 6 - Arabidopsis thaliana >gi 1790683 
(L39649) zinc finger protein [Arabidopsis thaliana] 

200230 

75521_1.R1039 
uC-gsflnu33B057d05bl 

200231 

75653JL.R1039 
uC-gsflnu33B059d08bl 

200232 

75788_1.R1039 

uC-gsflnu33B061c03bl 

BLASTX 

g4056457 

530 

5.0e-54 

129 
75 

(AC005990) ESTs gb 1234051 and gb|F13722 come from this 
gene. [Arabidopsis thaliana] 

200233 

75836_1.R1039 
uC-gsflnu33B061h05bl 

200234 

76086_1.R1039 

g5048006 

BLASTX 

g4206787 

406 

1.0e-57 

166 

72 

(AF112863) syntaxin-related protein Nt-syrl [Nicotiana 
tabacum] 

200235 

76150_1.R1039 

uC-gsflnu33B068h07bl 

BLASTX 

g2832644 

195 

5.0e-15 

113 

50 

(AL021710) 
thaliana] 



teosinte branchedl - like protein [Arabidopsis 



Seq. No. 
Contig ID 
5' -most EST 



200236 

76204_1.R1039 
g5047119 



27107 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g498707 

1311 

1.0e-147 

426 
62 

(X78422) HYP1 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



200237 

76213_1.R1039 
uC-gsflnu33B126hllbl 

200238 

76277_1.R1039 

g5050456 

BLASTX 

g3415115 

258 

4.0e-22 

129 

50 

(AF081202) villin 2 [Arabidopsis thaliana] 
200239 

76305JL.R1039 
uC-gsflnu33B072b02bl 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200240 

76334_1.R1039 

uC-gsflnu33B100f01bl 

BLASTX 

g2739385 

567 

2.0e-58 

156 

69 

(AC002505) 
thaliana] 



putative beta-1, 3-glucanase [Arabidopsis 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200241 

76547JL.R1039 
uC-gsflnu33B082bl2bl 

200242 

76550JL.R1039 

uC-gsflnu33B082c01bl 

BLASTX 

g3033379 

279 

1.0e-24 

80 

69 

(AC004238) 
thaliana] 



putative DNA-binding protein [Arabidopsis 



Seq. No. 
Contig ID 



200243 

76553 1.R1039 



27108 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 



uC-gsf lnu33B07 6cl2bl 

BLASTN 

g3821780 

36 

9.0e-ll 

47 

66 

Xenopus laevis cDNA clone 27A6-1 
200244 

76559_1.R1039 
uC-gsflnu33B076el0bl 

200245 

76561_1.R1039 
uC-gsflnu33B076e08bl 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200246 

76566_1.R1039 

uC-gsflnu33B076f01bl 

BLASTX 

g2924509 

272 

7.0e-24 
111 
48 

(AL022023) 
thaliana] 



subtilisin proteinase - like [Arabidopsis 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200247 

76568_1.R1039 
uC-gsflnu33B082f07bl 

200248 

76570JL.R1039 

uC-gsflnu33B082g01bl 

BLASTX 

g3337361 

641 

6.0e-67 

197 

62 

(AC004481) ankyrin-like protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



200249 

76571JL.R1039 
uC-gsflnu33B082g03bl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



200250 

76577_1.R1039 
uC-gsflnu33B082h03bl 

200251 

76581JLR1039 

uC-gsflnu33B083a05bl 

BLASTX 

g4262236 



27109 



II 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 ' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



,No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



(EC 3.2.1.74) - Microbispora 
glucan-glucohydrolase 



416 

7.0e-49 
139 
72 

(AC006200) putative ribose 5-phosphate isomerase 
[Arabidopsis thaliana] 

200252 

76585JL.R1039 
uC-gsflnu33B083a01bl 

200253 

76586_1.R1039 
uC-gsflnu33B083c07bl 

200254 

76595J..R1039 
uC-gsflnu33B083el0bl 
BLASTX 
g2144191 
166 

1.0e-ll 
108 
39 

glucan 1, 4-beta-glucosidase 
bispora >gi | 149826 (L06134) 
[Microbispora bispora] 

200255 

76602_1.R1039 
uC-gsflnu33B083f04bl 

200256 

76673_1.R1039 

uC-gsflnu33B078h06bl 

BLASTX 

g3005576 

716 

6.0e-76 

163 

85 

(AF047718) putative high affinity nitrate transporter; 
GmNRT2 [Glycine max] 

200257 

76682JL.R1039 
uC-gsflnu33B085a06bl 

200258 

76686JL.R1039 
uC-gsflnu33B085b02bl 

200259 

76707JL.R1039 
uC-gsflnu33B085d06bl 



Seq. No. 



200260 



27110 
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BLAST score 


587 


E value 
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NCBI Description 


(AD000092) putative : 




[Homo sapiens] 


oeq. JNO . 
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0 — ItLOSt bbl 
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oeq. JNO. 


z uuz oz 


oontig id 
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NCBI GI 


g4538898 


BLAST score 


226 


E value 


z . ue-io 


Match length. 


1 CO 

lOO 


% identity 




iNUisi Description 


{ALvQyQoZ) putative ] 


Seq. No. 


o a ao £ "3 
zUOzoo 


Contig ID 


76741 1.R1039 


o — most. tiOi 


go OZOo4Z 


Method 


"DT A O TV 
DliAb 1 A 


NCBI GI 


g3935168 


BLAST score 


178 


E value 


z . Ue-z4 


Match length 


loo 


% identity 


53 


NCBI Description 


(AC004557) F17L21.11 


oeq. wo* 


9 AAO C/l 


Contig ID 


76789 1.R1039 


5 '-most EST 


g3325619 


beg. jno. 


ZUUZoD 


oontig IJJ 


/o/y4 1.K1U39 


o -most EST 


goU4 o /zl 


Seq. No. 


ZUUZoo 


contig id 


/OoUU l.RlUJy 


O IUOS L iiol 


gooz DO JO 


lYietnoQ 


DT 7\ CTTV 

DliAo 1 A 




y ^ f± U D / / O 


BLAST score 


187 


E value 


1.0e-13 


Match length 


67 


% identity 


34 


NCBI Description 


(AC006836) putative i 



[Arabidopsis thaliana] 



48 



[Arabidopsis thaliana] 



27111 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



200267 

76836_1.R1039 
g3326307 

200268 

76853JL.R1039 

g5047223 

BLASTX 

g3036793 

229 

1.0e-18 

101 

49 

(AL022373) putative protein [Arabidopsis thaliana] 
>gi|3805855|emb|CAA21475| (AL031986) putative protein 
[Arabidopsis thaliana] 

200269 

76902_1.R1039 

uC-gsflnu33B082f02bl 

BLASTX 

g2129854 

667 

9.0e-70 

212 
58 

early nodulin 8 precursor - alfalfa >gi 1304037 (L18899) 
early nodulin [Medicago sativa] 

200270 

76916_1.R1039 

g5048391 

BLASTX 

g2827630 

354 

4.0e-50 

176 

60 

(AL021636) putative protein [Arabidopsis thaliana] 



200271 

7701'7_1.R1039 

uC-gsflnu33B084b06bl 

BLASTX 

g3559814 

877 

1.0e-94 

199 
86 

(Y15781) transketolase 



1 [Capsicum annuum] 



Seq. No. 
Contig ID 



200272 

77032_1.R1039 
uC-gsflnu33B084d07bl 

200273 

77051 1.R1039 



27112 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-gsflnu33B084f01bl 

BLASTX 

g627424 

198 

2.0e-15 

113 

35 

dolichyl-diphosphooligosaccharide — protein glycotransf erase 
(EC 2.4.1.119) 50kD subunit - human >gi I 2135018 Ipir | | S66254 
dolichyl-diphosphooligosaccharide — protein glycotransf erase 
{EC 2.4.1.119) 50K chain - human 



Seq. No. 
Contig ID 
5' -most EST 



200274 

77156_1.R1039 
uC-gsflnu33B088c03bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200275 

77195_1.R1039 

g5044219 

BLASTX 

g3123130 

320 

2.0e-29 

115 

58 

HYPOTHETICAL 61.8 KD TRP-ASP REPEATS CONTAINING PROTEIN 
T32G6.2 IN CHROMOSOME II >gi 12618685 (AC002510) putative 
small nuclear ribonucleoprotein Prp4p [Arabidopsis 
thaliana] >gi 13241948 (AC004 625) putative small nuclear 
ribonucleoprotein Prp4p [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200276 

77243_1.R1039 

uC-gsflnu33B089f08bl 

BLASTX 

gl723242 

153 

8.0e-10 

57 
56 

HYPOTHETICAL 36.8 KD PROTEIN C26A3.16 IN CHROMOSOME I 
>gi|1177363|emb|CAA93239| (Z69240) yeast dsk2 homolog, 
ubiquitin-like protein [Schizosaccharomyces pombe] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200277 

77270_1.R1039 

uC-gsflnu33B090b07bl 

BLASTX 

g3334665 

398 

8.0e-39 

125 
66 

(Y10492) putative cytochrome P450 



[Glycine max] 



Seq. No. 
Contig ID 



200278 

77272 1.R1039 



27113 
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NCBI Description 


(AB021706) uncoupling protein [Arabidops. 


beg. no . 


zuuzo u 


uonrig xu 


/ / oUi l . Kiuoy 


3 IUOSU. JEjOI 


nP— rrQ-Fl nn^^Rl 9Q<_1 flbil 

ul gs iinujjDiz ^eiuci 


l w it? U11UU. 


RT ZV^TY 


NCBI GI 


g4105798 


BLAST score 


258 


E value 


j.ue- zz 


Match length 


/ u 


% identity 


66 


NCBI Description 


(AF049930) PGP237-11 [Petunia x hybrida] 


beq. no. 


ZUUZo 1 


uontly 11J 


77 AHA 1 PI H^Q 


o -irtosu bb i 


goU4 /iby 


beq. no. 


ZUUZoZ 


uonticf lu 


T7CQQ 1 D1 0"3Q 


C 1 ~_.__.i_ "COT 1 

3 ItlOSE Jloi 


g j jZjodd 




RT ZiCTY 


NCBI GI 


g2342724 


BLAST score 


348 


E value 


z . ue jo 


Match length 


±U4i 




o U 


NCBI Description 


(ACUuzo4ij unKnown protein [Araoiaopsis 


beq. no. 


ZUUzoo 


Contig ID 


/ / boo 1 . RlUoy 


o -most __bi 


uu— gsrinuooDuy yruoDi 


TWTr^v V\ /"J 


RT TS. QTY 


W^RT CT 
lNk-_51 ul 


gZsjo o jod 


BLAST score 


129 


E value 


2.0e-20 


Match length 


93 


% identity 


64 


NCBI Description 


(AC000098) Similar to Arabidopsis Fe(II) 



[Mus 



transport protein 
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Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(gb|U27590). [Arabidopsis thaliana] 
200284 

77739JL.R1039 
uC-gsflnu33B100f04bl 

200285 

77828_1.R1039 

uC-gsflnu33B107a02bl 

BLASTX 

g478790 

111 

1.0e-10 

180 
36 

luciferase YG - luminescent click beetle 
plagiophthalmus ) 



( Pyrophorus 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 



200286 

77878J..R1039 

g5049272 

BLASTX 

g2842490 

427 

5.0e-55 

213 

55 

(AL021749) heat-shock protein [Arabidopsis thaliana] 
200287 

77914_1.R1039 

g3326504 

BLASTX 

g2290681 

960 

1.0e-108 

269 

72 

(AF000135) acidic cellulase [Citrus sinensis] 
200288 

78080JL.R1039 

uC-gsflnu33Blllb02bl 

BLASTX 

g3080371 

339 

9.0e-32 

91 

65 

(ALQ2^580) .putative pectinacetylesterase protein 
[Arabidopsis thaliana] 

200289 

78116JL.R1039 

uC-gsflnu33B146h04bl 

BLASTX 

g3023535 
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BLAST score 

£ value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



721 

1.0e-108 

241 

79 

MOLYBDOPTERIN BIOSYNTHESIS CNX2 PROTEIN (MOLYBDENUM 
COFACTOR BIOSYNTHESIS ENZYME CNX2 ) >gi | 662871 1 emb | CAA88107 | 
(Z48047) Cnx2 [Arabidopsis thaliana] 

200290 

78132JL.R1039 

g5048169 

BLASTX 

gl657615 

758 

1.0e-80 

183 
77 

(U72502) Glp [Arabidopsis thaliana] >gi 13068706 (AF049236) 
putative transmembrane protein Glp [Arabidopsis thaliana] 

200291 

78252JL.R1039 
uC-gsflnu33B113e09bl 

200292 

78261JL.R1039 

uC-gsflnu33B113fl0bl 

BLASTN 

gl67346 

39 

2.0e-12 

397 

83 

Gossypium hirsutum Lea5-A late embryogene sis-abundant 
protein (Lea5-A) gene, complete cds 

200293 

78315_1.R1039 

g5044328 

BLASTX 

g3746594 

639 

1.0e-66 

221 

54 

(AF064611) RNA polymerase II subunit 
200294 

78316_1.R1039 
uC-gsflnu33B114d04bl 

200295 

78457JL.R1039 
uC-gsflnu33B126d01bl 
BLASTX 
g4455350 
580 



2 [Periploca graeca] 
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NCBI Description 


(AL035524) putative protein [Arabidopsis thaliana] 
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rrROAft 99 £ 
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LlC L-1HJH 


dt n^lTY 

DiifiO 1A 


NCBI GI 


g4204281 


BLAST score 


210 


lij Value 


z. . ue-io 


Match length 




% identity 


36 


NCBI Description 


(AC004146) Hypothetical protein [Arabidopsis thaliana] 


beg. jno. 


uuz y y 


oouiuxy xjj 


7ft ^4 1 1 pi A^Q 


o most Hjoi 


uu— gsrxnuj Jrsx^^gu jdx 
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Dliflu 1A 


NCBI GI 
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BLAST score 


145 


E value 
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lnudx Description 


(AL031535) RNA binding protein [Schizosaccharomyces pomb 


beg. jno. 


ZUUoUX 


oonuxcj id 


/o / xo x »kxu jy 


D IllOS L Hibl 


j-fCfi / QQT 1 

gou4 y y ji 




OXiilb I A 


NCBI GI 




BLAST score 


358 


E value 


1.0e-33 


Match length 


102 


% identity 


66 


NCBI Description 


(Z97337) hypothetical protein [Arabidopsis thaliana] 
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Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200302 

78721_1.R1039 
g3325963 

200303 

78757JL.R1039 

uC-gsflnu33B130h04bl 

BLASTX 

g2281090 

559 

3.0e-57 

219 

59 

(AC002333) hypothetical protein [Arabidopsis thaliana] 
200304 

78870JL.R1039 

uC-gsflnu33B133gl2bl 

BLASTX 

g3549652 

520 

4.0e-53 

127 

80 

(AJ224 982) MAP3K epsilon protein kinase [Arabidopsis 
thaliana] 

200305 

78940_1.R1039 

uC-gsflnu33B135e06bl 

BLASTX 

g3193326 

175 

9.0e-13 

39 

92 

(AF069299) contains similarity to transcriptional 
activators such as Ra-like and myc-like regulatory R 
proteins [Arabidopsis thaliana] 

200306 

79046_1.R1039 
uC-gsflnu33B137c08bl 

200307 

79081_1.R1039 

uC-gsflnu33B137g03bl 

BLASTX 

g2773404 

352 

2.0e-37 

177 

51 

(AF041255) pyridoxal kinase [Sus scrofa] 



Seq. No. 



200308 
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Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



79119JL.R1039 
g5044705 

200309 

79204_1.R1039 
g5048511 

200310 

79254_1.R1039 

g2604014 

BLASTX 

gl36636 

560 

1.0e-57 

106 

96 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 1 (UBIQUITIN-PROTEIN 
LIGASE 1) (UBIQUITIN CARRIER PROTEIN 1) 

>gi 1 1076424 Ipir M S43781 ubiquit in-conjugating enzyme UBC1 - 
Arabidopsis thaliana >gi I 442594 |pdb| 1AAKI Ubiquitin 
Conjugating Enzyme (E.G. 6.3.2.19) >gi I 2981894 |pdb | 2AAK| 
Ubiquitin Conjugating Enzyme From Arabidopsis Thaliana 
>gi 1 166924 (M62721) ubiquitin carrier protein [Arabidopsis 
thaliana] >gi 1431260 (L19351) ubiquitin conjugating enzyme 
[Arabidopsis thaliana] 

200311 

79316_1.R1039 

uC-gsflnu33B142a02bl 

BLASTX 

g3650033 

348 

1.0e-32 

94 

76 

(AC005396) unknown protein [Arabidopsis thaliana] 
200312 

79399_1.R1039 
g5044387 

200313 

79456_1.R1039 
uC-gsflnu33B144b04bl 

200314 

79576_1.R1039 

uC-gsflnu33B145f06bl 

BLASTX 

g21309 

341 

4.0e-32 

81 

42 

(X57 955) 28 kD RNA binding protein [Spinacia oleracea] 



Seq. No. 



200315 
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# 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



79607JL.R1039 

g5047331 

BLASTX 

g2804278 

1094 

1.0e-137 

323 

76 

(AB003516) squalene epoxidase [Panax ginseng] 
200316 

79804_1.R1039 

g5047156 

BLASTX 

g2129656 

696 

2.0e-73 

166 

78 

OBP33pep protein - Arabidopsis thaliana (fragment) 
>gi | 1022801 (U37699) OBP33pep [Arabidopsis thaliana] 

200317 

79932JL.R1039 - 
g3325740 



200318 

80006_1.R1039 

g5049217 

BLASTX 

gl944132 

638 

2.0e-66 

146 

79 

(AB002560) CUC2 



[Arabidopsis thaliana] 



200319 

80028_1.R1039 

g5049834 

BLASTX 

g3367591 

552 

3.0e-56 

220 

51 

(AL031135) putative protein [Arabidopsis thaliana] 
200320 

80179_1.R1039 
g3326009 

200321 

80223_1.R1039 
g5045831 
BLASTX 
g3128195 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



710 

2.0e-74 

208 

73 

(AC004521) putative phosphoribosyl pyrophosphate synthetase 
[Arabidopsis thaliana] >gi 1 3341673 (AC003672) putative 
phosphoribosyl pyrophosphate synthetase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200322 

80292JL.R1039 

g3326102 

BLASTX 

g729092 

350 

7.0e-33 

91 

84 

CALCIUM- DEPENDENT PROTEIN KINASE, ISOFORM AK1 (CDPK) 
>gi|477484|pir| [A49082 calcium- dependent protein kinase 
isoform AK1 - Arabidopsis thaliana >gi 1304105 (L14771) 
calcium-dependent protein kinase [Arabidopsis thaliana] 

200323 

80313_1.R1039 

g5046296 

BLASTX 

g2642153 

227 

3.0e-18 

246 
36 

(AC003000) unknown protein [Arabidopsis thaliana] 
>gi 1 2795810 (AC003674) unknown protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200324 

80342_1.R1039 

g5044663 

BLASTX 

g3264778 

476 

1.0e-47 

189 

57 

(AF072536) H-protein promoter binding factor-1 [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



200325 

80478J..R1039 

g5047347 

BLASTX 

gl922246 

438 

5.0e-43 

201 

48 
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o 



NCBI Description (Y10086) putative dehydrogenase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200326 

80614_1.R1039 

g5047927 

BLASTX 

g4454452 

436 

8.0e-64 

233 

42 

(AC006234) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200327 

80727JL.R1039 

g3326535 

BLASTX 

g3033375 

312 

2.0e-28 

207 

38 

(AC004238) putative berberine bridge enzyme [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200328 

80958JL.R1039 

g5050602 

BLASTX 

g3860255 

239 

1.0e-19 

190 

36 

(AC005824) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200329 

81065JL.R1039 

g5044284 

BLASTX 

g3021513 

986 

1.0e-107 

215 
85 

(X96728) isocitrate dehydrogenase (NADP+) [Nicotiana 
t aba cum] 



Seq. No. 
Contig ID 
S'-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



200330 

81095_1.R1039 

g5044254 

BLASTX 

gl703318 

291 

3.0e-26 

65 

85 
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NCBI Description 



Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 



ANNEXIN-LI KE PROTEIN RJ4 >gi | 1362037 | pir | | S56674 annexin 
homolog RJ4 (clone RJ4) - garden strawberry (fragment) 
>gi | 643076 (U19941) annexin [Fragaria x ananassa] 

200331 

81098JL.R1039 
g5046802 

200332 

81117_1.R1039 

g5050557 

BLASTX 

g4008006 

373 

2.0e-35 

128 

40 

(AF084034 
thaliana] 



receptor-like protein kinase [Arabidopsis 



200333 

81130_1.R1039 

g5050547 

BLASTX 

g2738996 

547 

6.0e-56 

220 

51 

(AF022457) CYP97B2p [Glycine max] 
200334 

81138_1.R1039 

g5047500 

BLASTX 

g417745 

1029 

1.0e-112 

212 

92 

ADENOS YLHOMOC YSTE I NAS E { S-ADENOSYL-L-HOMOCYSTEINE 
HYDROLASE) (ADOHCYASE) >gi 1170773 (L11872) 
S-adenosyl-L-homocysteine hydrolase [Triticum aestivum] 

200335 

81150_1.R1039 

g5050678 

BLASTX 

g3540209 

205 

8.0e-16 

77 
49 

(AC004260) Hypothetical protein [Arabidopsis thaliana] 
200336 

81165 1.R1039 
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II 



S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g5044404 
BLASTX 
g3912926 
292 

5.0e-26 

175 

38 

(AF001308) 



drought-induced-19-like 1 [Arabidopsis thaliana] 



200337 

81171JL.R1039 

g5044410 

BLASTX 

g3335368 

264 

1.0e-22 

134 

42 

(AC003028) hypothetical protein [Arabidopsis thaliana] 
200338 

81211_1.R1039 

g5044304 

BLASTX 

g3482979 

682 

9.0e-72 

160 

76 

(AL031369) putative protein [Arabidopsis thaliana] 
>gi | 4567258 | gb i AAD23672 . 1 1 AC007070_21 (AC007070) 
hypothetical protein [Arabidopsis thaliana] 

200339 

81246JL.R1039 

g5050893 

BLASTX 

g2642450 

821 

4.0e-88 

201 

81 

(AC002391) putative metal ion transporter (Nramp) 
[Arabidopsis thaliana] >gi 13169188 (AC004401) putative 
metal ion transporter (Nramp) [Arabidopsis thaliana] 

200340 

81253_1.R1039 

g5044347 

BLASTX 

g3600054 

627 

3.0e-65 

188 

60 

(AF080120) No definition line found [Arabidopsis thaliana] 
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Seq. No. 




Contig ID 


81255 l.Rluoy 


o —most Hjoi 




Method 




NCBI GI 


g4558664 


BLAST score 


331 


E value 


1 . 0e-3u 


Match length 


2U4 


% identity 


Q 
O 


NCBI Description 


(ACUO/uoJ) hypothetical protein [Araoiaopsis tnaiianaj 


Seq. No, 


2UU342 


Contig ID 


olzoU l.RlUJy 


o -most hoi 


— cn/yl/l/lyl 
goU44444 


Method 




NCBI GI 


g2982451 


BLAST score 


421 


E value 


4 . Oe-41 


Match length 


21b 


% identity 


52 


NCBI Description 


(AL022223) putative protein [AraJoiaopsis thalianaj 


Seq. No. 


200343 


Contig ID 


81291 1.R1039 


5 ' -most EST 


r rt i * jinn 

g5044455 


Method 




NCBI GI 


g4559371 


BLAST score 


877 


E value 


2. 0e-94 


Match length 


O /JT c 

265 


% identity 




NCBI Description 


(AC006585) putative peroxidase [Arabidopsis thaliana] 


Seq. No. 


o r\ f\ "!1 A A 

200344 


Contig ID 


81304_1 .R1039 


o -most EbT 


goU444by 


Method 


TIT 7V ftrpv 

BLASTX 


NCBI GI 


g3337367 


BLAST score 


520 


E value 


1 . Oe-52 


Match length 


o c n 

250 


% identity 


43 


NCBI Description 


(AC004481) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


200345 


Contig ID 


81319 1.R1039 


5 -most EST 


g5045608 


Method 


BLAblA 


NCBI GI 


g629592 


BLAST score 


940 


E value 


1 . 0e-101 


Match length 


"51 *7 
Ol / 


% identity 


58 


NCBI Description 


hypothetical protein - rape 


Seq. No. 


200346 


Contig ID 


81330JL.R1039 
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5' -most EST 



g5044495 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200347 

81334J..R1039 

g5048546 

BLASTX 

g4567279 

570 

1.0e-58 

162 

67 

(AC006841) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 



200348 

81381J..R1039 

g5050666 

BLASTX 

g3451463 

217 

3.0e-19 

141 

41 

(AL031349) hypothetical protein 



[Schizosaccharomyces pombe] 



200349 

81407_1.R1039 

g5044872 

BLASTX 

g4510385 

326 

5.0e-30 

108 

60 

(AC007017) unknown protein [Arabidopsis thaliana] 
200350 

81417_1.R1039 
g5044584 

200351 

81467_1.R1039 

g5048132 

BLASTX 

g2499569 

751 

8.0e-80 

195 

73 

PROTEIN-L-ISOASPARTATE O-METHYL TRANSFERASE 

(PROTEIN-BETA- ASPARTATE METHYLTRANSFERASE) (PIMT) (PROTEIN 
L - 1 S OAS PART YL METHYLTRANSFERASE) (L-ISOASPARTYL PROTEIN 
CARBOXYL METHYLTRANSFERASE) >gi | 212 97 00 I pir | | S66344 
protein-L-isoaspartate (D-aspartate) O-methyltransf erase (EC 
2.1.1.77) - Arabidopsis thaliana >gi 11322021 (U31288) 
L-isoaspartyl methyl transferase [Arabidopsis thaliana] 



27126 



(I 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200352 

81486JL.R1039 
g5044656 

200353 

81499J..R1039 

g5044669 

BLASTX 

g4567282 

594 

2.0e-61 

198 
60 

(AC006841) putative DNAJ protein [Arabidopsis thaliana] 
200354 

81507 JL.R1039 

g5046951 

BLASTX 

g461753 

172 

7.0e-12 

158 

23 

ATP- DEPENDENT CLP PROTEASE ATP-BINDING SUBUNIT CLPA HOMOLOG 
PRECURSOR >gi|419773|pir| IS31164 ATP-dependent ClpB 
proteinase regulatory chain homolog precursor, chloroplast 
- garden pea >gi| 169128 (L09547) nuclear encoded precursor 
to chloroplast protein [Pisum sativum] 

200355 

81523_1.R1039 
g5044694 

200356 

81550JL.R1039 

g5044724 

BLASTX 

g3935152 

816 

2.0e-87 

215 

73 

(AC005106) T25N20.16 [Arabidopsis thaliana] 
200357 

81564JL.R1039 

g5044738 

BLASTX 

g3695392 

430 

3.0e-42 

169 

51 

(AF096371) No definition line found [Arabidopsis thaliana] 



Seq. No. 



200358 



27127 



II 



Contig ID 


81567 1.R1039 


5 '-most EST 


g5044742 


Method 


BLASTX 


NCBI GI 


g2217970 


BLAST score 


170 


E value 


1. Oe-11 


Match length 


127 


% identity 


12 


NCBI Description 


(Z97074) p40 [Homo sapiens] 


Sea. No. 


200359 


Contia ID 


81599 1 R1039 


5 1 -most EST 


g5044T76 


Method 


BLASTX 


NCBI GI 


g2443886 


BLAST score 


147 


E value 


5. Oe-09 


Match length 


139 


% identity 


30 


NCBI Description 


(AC002294) Unknown protein 


Seg. No* 


200360 


Contia ID 


81600 1 R1039 

\J X \J \J \J X • 1\X W — ' 


5 1 -most EST 


g5044T77 


Method 


BLASTX 


NCBI GI 


g2673961 


BLAST score 


203 


E value 


1.0e-15 


Match lencrth 


127 


% "Ld^nt* i 1 - v 

O X \JL\^ 1 A \^ _L. 1— y 


17 


NCBI Description 


(U70477) astrocvtic NOVA-li 




qarn pn q 1 


O ~ \-£ • l^U • 


i U U J U J- 


ss^JlL 1 -L LJ 


81609 1 R1039 


5 '-most EST 


a5048i050 


Method 


BLASTX 


NCBI GI 


g4510381 


BLAST score 


224 


E value 


3. 0e-18 


Match length 


157 


% identity 


39 


NCBI Descriotion 


(AC0070171 unknown nrotein 


Sea No 


200362 


Pont i a TD 


81634 1 R1039 


5 1 -most EST 


g5044811 


Method 


BLASTX 


NCBI GI 


gl652779 


BLAST score 


214 


E value 


7 . Oe-17 


Match length 


90 


% identity 


48 


NCBI Description 


(D90908) hypothetical prote. 


Seq. No, 


200363 


Contig ID 


81641JL.R1039 



27128 



5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g5044818 
BLASTX 
g3913437 
1044 

1.0e-114 

212 

93 

PUTATIVE PRE-MRNA SPLICING FACTOR ATP-DEPENDENT RNA 
HELICASE >gi|1402875|emb|CAA66825| (X98130) RNA helicase 
[Arabidopsis thaliana] >gi 1 1495271 1 emb | CAA66613 | (X97970) 
RNA helicase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200364 

81650J..R1039 

g5044827 

BLASTX 

g3522949 

459 

1.0e-45 

100 

76 

(AC004411) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200365 

81673J..R1039 

g5047894 

BLASTX 

g4191344 

158 

2.0e-10 

131 

32 

(AF085199) golgin-84 [Homo sapiens] 



Seq. No. 

Contig ID 

5 9 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200366 

81680J..R1039 

g5044857 

BLASTX 

g2129698 

645 

3.0e-67 

230 

60 

protein kinase ATN1 (EC 2.7.1.-) - Arabidopsis thaliana 
>gi|1054633|emb|CAA63387| (X92728) protein kinase 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200367 

81727_1.R1039 

g5047868 

BLASTX 

gl21881 

468 

1.0e-46 

237 
40 

DNA GYRASE SUBUNIT A >gi | 80350 | pir | |F22930 DNA 
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topoisomerase (ATP-hydrolyzing) (EC 5*99.1.3) chain A - 
Bacillus subtilis >gi | 40019 | emb | CAA2 6222 | (X02369) ORF 821 
(aa 1-821) [Bacillus subtilis] >gi | 4 67397 | dbj | BAA05243 | 
(D26185) A subunit of DNA gyrase [Bacillus subtilis] 
>gi 1 2632274 | emb i CAB11783 1 (Z99104) DNA gyrase (subunit A) 
[Bacillus subtilis] 



Spct No 


200368 

jl* \j w <j v \j 


Pont i a TD 


81827 1 R1039 


R T — -TT1 Acf" IP Crf 


rr^ n 4 s ?Tn 7 

y JUri JUU / 




BLASTX 






DT 7\ C T 1 oo*^r*o 
JDJUriO ± oOUIc 


lOOO 


JZj VCl-LLlC 


1 . Oe-174 


Matr"h 1 print!*! 


562 


@r t Mont - 1 "I - W 






/ SffHT^I fi nnfaf i ropont r-i T V-in^csfi i" firkin "i Hnn ^ i <5 i"hp 1 "5 flna 1 


Seq. No. 


200369 


Contig ID 


81934 1.R1039 


5' -most EST 


g5047733 


Method 


BLASTN 


NCBI GI 


gl3185 


BLAST score 


213 


E value 


1.0e-116 


Match length 


229 


% identity 


98 


NCBI Description 


Oenothera berteriana mitochondrial gene for 26S ribosomal 




RNA 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200370 

82088_1.R1039 

g5045624 

BLASTX 

g2498732 

616 

5.0e-64 

158 
73 

PROBABLE NADP-DEPENDENT OXIDOREDUCTASE P2 
>gi 1 1362014 |pir | | S57612 zeta-crystallin homolog - 
Arabidopsis thaliana >gi | 886430 | emb | CAA892 62 | (Z49268) 
zeta-crystallin homologue [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200371 

82091JL.R1039 

g5049589 

BLASTX 

g2213867 

647 

1.0e-67 

172 

75 

(AF003124) fructose-biphosphate aldolase 
crystal linum] 



[Mesembryanthemum 



Seq. No. 



200372 
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LOuLly 11J 


ft9974 1 R1 fH9 




J IL!\JO L. Ill OX 


04 6374 




Mot" Vi nH 
1 It; UII<J<*X 






NCBI GI 


g3935145 




BLAST score 


218 




E value 


9 Ho— 1 7 

z . ue i / 




l v la.L.Cll icily UI1 


IIS 




identity 


49 




inudi Description 


^i-iOUU Jl U O / ±^JiNi.U..7 [.ttJL aJJJ-UUpiD -L o Lliaxxaiiaj 




beq. JNO * 


^UU J / j 




L,onti.ig 1U 


Oi Jul l.ttlujl? 




J HLUO U Dul 


a5047T56 




ric uiiuu. 


Dijno x 




NCBI GI 


g2660673 




BLAST score 


221 




Ei ValUc 


7 • vC iO 






1 ft R 

lUJ 




% identity 


1U 




jnojdi Description 


^nL/UUZ Jrii / LlilKIlOWIl piULcxn L"l cUJlUU^S X,o LiidJ-Xciiia. j 


*y 

y $ 


beq . JNO . 


9nn^74 

^UU J / ft 




uoriuig 1JJ 


R9494 1 P1 fl^Q 






rrR04 ^ 
yjU4 Juij 


r-' 


Method. 


DXariD 1 A. 


fx 


NCBI GI 


g3047104 




BLAST score 


1382 


y s 


E value 


1 . Ue Ijj 




Match length 




s 


% identity 


Q 9 


y= : ■ 


NCBI Description 


{Ac uo o i?i .7 ; ino aeiinition line iouna L" iciJJ i t - l <-'P :;:, - L;::) uiicixj-ctiia. j 




beq. ino. 


ZUUo / o 




coning ijj 


OZjjO 1,J\1Ujj 




O ILIU o L LOi 






l lC L1HJVJ. 


DLlflO X A 




NCBI GI 


g3176710 




BLAST score 


657 




E value 


o . ue 




ixiaucn iengT-n 


1 ft & 
loO 




% identity 


68 




NCBI Description 


(AC002392) unknown protein [Arabidopsis thaliana] 




oeg, jno* 


Z UUj / D 




conniy 1U 


pool ^ i pi n*3Q 




o —most hoi 


gououiuy 




beq. No. 


ZUUo / / 




Lontig ID 


ozyz / i .Kiujy 




0 ""IlIOSTZ Jibl 


goufi oil / 






Dltrio 1 A 




NORT 


a4262147 




BLAST score 


470 




E value 


6.0e-47 




Match length 


202 




% identity 


49 




NCBI Description 


(AC005275) putative homolog of transport inhibitor response 
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1 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200378 

82985_1.R1039 

g5047726 

BLASTX 

g4455223 

363 

3.0e-34 

95 

26 

(AL035440) putative DNA binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200379 

83144_1.R1039 

g5046336 

BLASTX 

g2191152 

258 

4.0e-22 

158 

39 

(AF007269) A_IG002N01 . 31 gene product [Arabidopsis 
thaliana] 



Seq. No. 


200380 






Contig ID 


83146 1.R1039 






S'-most EST 


g5049833 






Method 


BLASTX 






NCBI GI 


g2252871 






BLAST score 


322 






E value 


5.0e-34 






Match length 


160 






% identity 


53 




thaliana] 


NCBI Description 


(AF013294) No definition line found 


[Arabidopsis 


Seq. No. 


200381 






Contig ID 


83182 1.R1039 






5' -most EST 


g5046376 






Method 


BLASTX 






NCBI GI 


g282873 






BLAST score 


228 






E value 


1.0e-18 






Match length 


69 






% identity 


67 




thaliana 


NCBI Description 


transforming protein (myb) homolog - 


Arabidopsis 



>gi|217859|dbj |BAA01730| (D10936) ATMYB1 protein 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



200382 

83202JL.R1039 

g5049814 

BLASTX 

g282964 

592 

3.0e-61 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190 
72 

transforming protein (myb) homolog (clone myb.Ph3) - garden 
petunia >gi I 20563 | emb | CAA78386 | (Z13996) protein 1 [Petunia 
x hybrida] 

200383 

83204_1.R1039 

g5049887 

BLASTX 

g3402686 

780 

3.0e-83 

214 

71 

(AC004697) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

200384 

83213_1.R1039 

g5049862 

BLASTX 

g2708532 

372 

2.0e-35 

155 

26 

(AF029351) putative RNA binding protein [Nicotiana tabacum] 
200385 

83268_1.R1039 

g5049821 

BLASTX 

g4262186 

632 

6.0e-66 

150 

81 

(AC005508) Highly similar to cullin 3 [Arabidopsis 
thaliana] 

200386 

83322_1.R1039 
g5049538 

200387 

83336J..R1039 

g5046535 

BLASTX 

g3702333 

521 

7.0e-53 

172 

63 

(AC005397) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



200388 
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Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



83352_1.R1039 

g5046551 

BLASTX 

gl086900 

367 

8.0e-35 

197 

38 

(U41278) contains similarity to G beta repeats 
(PROSITE:PS00670) of the beta-transducin family 
[Caenorhabditis elegans] 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



200389 

83400_1.R1039 

g5047870 

BLASTX 

gl370172 

156 

7.0e-10 

118 

36 

(Z73935) RAB1X [Lotus japonicus] 
200390 

83415_1.R1039 

g5046999 

BLASTX 

g3033398 

808 

4.0e-97 

213 

81 

(AC004238 ) putative phosphoribosylaminoimidazolecarboxamide 
formyltransferase [Arabidopsis thaliana] 

200391 

83431_1.R1039 
g5046631 

200392 

83435JL.R1039 

g5046635 

BLASTX 

g2842490 

574 

6.0e-59 

135 

78 

(AL021749) heat-shock protein [Arabidopsis thaliana] 
200393 

83469_1.R1039 

g5046669 

BLASTX 

g3355486 

626 

3.0e-65 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



191 
62 

(AC004218) unknown protein [Arabidopsis thaliana] 
200394 

83489J..R1039 

g5048292 
BLASTX 
g4490310 
532 

4.0e-54 

172 

60 

(AL035678) somatic embryogenesis receptor-like kinase-like 
protein [Arabidopsis thaliana] 

200395 

83492J..R1039 

g5047135 

BLASTX 

g2499608 

622 

8.0e-65 

138 

86 

MI TOGEN-ACT I VATE D PROTEIN KINASE HOMOLOG 4 (MAP KINASE 4) 
(ATMPK4) >gi|2129645|pir| IS40470 mitogen-activated protein 
kinase 4 (EC 2.7.1.-) - Arabidopsis thaliana 
>gi|457400|dbj IBAA04867I (D21840) MAP kinase [Arabidopsis 
thaliana] 

200396 

83511_1.R1G39 

g5048514 

BLASTX 

g4559334 

267 

6.0e-23 

210 

31 

(AC007087) unknown protein [Arabidopsis thaliana] 
200397 

83527JL.R1039 

g5046727 

BLASTX 

gl723242 

158 

3.0e-10 

74 

45 

HYPOTHETICAL 36.8 KD PROTEIN C26A3.16 IN CHROMOSOME I 
>gi|1177363|emb|CAA93239| (Z69240) yeast dsk2 homolog, 
ubiquitin-like protein [Schizosaccharomyces pombe] 

200398 

83565 1.R1039 
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5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g5047397 
BLASTX 
g2792304 
664 

1.0e-69 

210 
60 

(AF039896) putative aldehyde oxidase [Arabidopsis thaliana] 
200399 

83576J..R1039 

g5048463 

BLASTX 

gl297190 

254 

2.0e-21 

190 

37 

(U53501) Theoretical protein with similarity to GenBank 
Accession Number L22302 serine/threonine protein kinase 
[Arabidopsis thaliana] 



Seq. No* 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



200400 

83612JL.R1039 

g5046889 

BLASTX 

gl69959 

892 

4.0e-96 

339 

59 

(L01448) G-box binding factor [Glycine max] 
200401 

83614JL.R1039 

g5046891 

BLASTX 

g3935181 

1109 

1.0e-121 

222 

88 

(AC004557) F17L21.24 [Arabidopsis thaliana] 
200402 

83647_1.R1039 

g5050490 

BLASTX 

g3885341 

282 

6.0e-25 

126 

47 

(AC005623) unknown protein [Arabidopsis thaliana] 
200403 

83651 1.R1039 
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5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g5046788 
BLASTX 
g3785990 
386 

4.0e-37 

135 

61 

(AC005560) hypothetical protein [Arabidopsis thaliana] 
>gi 1 4220487 (AC006069) hypothetical protein [Arabidopsis 
thaliana] 



Seq. No. 




Contig ID 




0 — ITIOST, HjOI 




Method 


BLAST A 


NCBI GI 


g2827658 


BLAST score 


581 


E value 


I . ue— ou 


Match lengtn 


010 
Z ±Z 


% identity 


c c 
DO 


NCBI Description 


[ ALU a i h.1 / j putative proueiii [ru. awi^upsi o i_iia.-i_-La.iidj 


Seq. No. 


200405 


Contig ID 


oj / Uo 1 . KlUJb* 


5 1 -most EST 


goU4 00 4 / 


Method 


BLASTX 


NCBI GI 


g4510421 


BLAST score 


676 


E value 


6.0e-71 


Match length 


z /o 


% identity 


ob 


NCBI Description 


(AC006929) unknown protein [Arabidopsis thaliana] 


Seq. No. 


o r\ n a a £t 
ZU04UD 


Contig ID 


oj / /Z 1 . KlUoy 


5' -most EST 


goUou / lo 


Method 


BLASTN 


NCBI GI 


_,Q OA QQ1 1 

goo4 yoxi 


BLAST score 


53 


E value 


1 . Oe-20 


Match lengtn 


1 OQ 

izy 


% identity 


85 


NCBI Description 


Arabidopsis thaliana chromosome I BAC T2P11 genomic 


sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


200407 


Contig ID 


83777 1.R1039 


5' -most EST 


g5046983 


Seq. No. 


200408 


Contig ID 


83848 1.R1039 


5' -most EST 


g5050774 


Method 


BLASTX 


NCBI GI 


g3482933 


BLAST score 


207 


E value 


4.0e-16 


Match length 


170 
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% identity 

NCBI * Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



(AC003970) Similar to cdc2 protein kinases [Arabidopsis 
thaliana] 

200409 

83875JL.R1039 

g5050146 

BLASTX 

g2497964 

173 

4.0e-12 

126 

42 

MOLYBDOPTERIN BIOSYNTHESIS CNX3 PROTEIN (MOLYBDENUM 
COFACTOR BIOSYNTHESIS ENZYME CNX3) >gi | 662873 | emb | CAA88106 | 
(Z48046) Cnx3 [Arabidopsis thaliana] 

200410 

83932JL.R1039 

g5048066 

BLASTX 

gl086249 

912 

2.0e-98 

390 

48 

subtilisin-like protease - Alnus glutinosa 
>gi|757522iemb|CAA59964| (X85975) subtilisin-like protease 
[Alnus glutinosa] 

200411 

83957_1.R1039 

g5047168 

BLASTX 

g4467128 

518 

1.0e-52 

145 
69 

(AL035538) putative protein [Arabidopsis thaliana] 
200412 

84014_1.R1039 

g5050333 

BLASTX 

g3059131 

589 

2.0e-73 

240 

56 

{AJ000478} cytochrome P450 [Helianthus tuberosus] 
200413 

84045_1.R1039 
g5048106 
BLASTX 
g4314356 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394 

6.0e-38 

225 

39 

(AC006340) putative anthocyanidin-3-glucoside 
rhamnosyltransferase [Arabidopsis thaliana] 

200414 

84089JL.R1039 

g5049927 

BLASTX 

g2832618 

604 

2.0e-62 

225 

32 

(AL021711) putative protein [Arabidopsis thaliana] 
200415 

84098_1.R1039 

g5048122 

BLASTX 

g4512624 

963 

1.0e-104 

239 

76 

(AC004793) Strong similarity to gi 13033401 F19I3.29 
putative potassium transporter from Arabidopsis thaliana 
BAC gb|AC004238 

200416 

84101JL.R1039 

g5050582 

BLASTX 

g266410 

155 

4.0e-13 

90 

54 

CDC2+/CDC2 8 -RELATED PROTEIN KINASE R2 >gi | 82507 | pir | IS13934 
protein kinase (EC 2.7.1.37) chain cdc2/cdc28 homolog - 
rice >gi|20194|emb|CAA41172| (X58194) cdc2+/CDC28-related 
protein kinase [Oryza sativa] 

200417 

84102_1.R1039 

g5047318 

BLASTX 

g4455332 

329 

4.0e-30 

106 

60 

(AL035525) putative protein [Arabidopsis thaliana] 



Seq. No. 



200418 
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Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



84105JL.R1039 
g5047322 
BLASTX - 
g3377851 
844 

8.0e-91 

204 
80 

(AF076274) contains similarity to ATPases associated with 
various cellular activities (Pfam: AAA.hmm, score: 155.05) 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



200419 

84107_1.R1039 

g5050793 

BLASTX 

g2245005 

270 

2.0e-23 

114 

51 

(Z97341) hypothetical protein [Arabidopsis thaliana] 
200420 

84199 1.R1039 
g5048529 

200421 

84218JL.R1039 

g5047442 

BLASTX 

g2281627 

372 

2.0e-35 

90 

80 

(AF003094) AP2 domain containing protein RAP2 . 1 
[Arabidopsis thaliana] 

200422 

84244_1.R1039 

g5050710 

BLASTX 

g4538920 

247 

8.0e-21 

76 

40 

(AL049483) nitrogen fixation like protein [Arabidopsis 
thaliana] 

200423 

84249_1.R1039 

g5050518 

BLASTX 

g3426037~ 

1164 
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E value 
Match length 
% identity 
NCBI Description 



1.0e-128 

252 

44 

(AC005168] 
thaliana] 



putative ABC transporter protein [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200424 

84304_1.R1039 

g5050482 

BLASTX 

g4249418 

272 

1.0e-23 

116 

22 

(AC006072) putative zinc-finger protein (C-x8-C-x5-C-x3-H 
type domains), 5 T partial [Arabidopsis thaliana] 

200425 

84307_1.R1039 

g5047535 

BLASTX 

g4160298 

411 

4.0e-40 

168 

54 

(AJ011892) cyclin D2.1 protein [Nicotiana tabacum] 
200426 

84315_1.R1039 

g5048980 

BLASTX 

g2245131 

264 

7.0e-23 

164 

42 

(Z97344) hypothetical protein [Arabidopsis thaliana] 
200427 

84341_1.R1039 
g5047571 

200428 

84370_1.R1039 

g5047601 

BLASTX 

g3377822 

560 

2.0e-57 

193 

66 

(AF07 6275) contains similarity to Caenorhabditis elegans 
MEL-26 (GB:U67737) [Arabidopsis thaliana] 



Seq. No. 



200429 
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Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



84589_1.R1039 

g5047830 

BLASTX 

g4262225 

551 

2.0e-56 

192 

56 

(AC006200) putative phosphatidic acid phosphatase 
[Arabidopsis thaliana] 

200430 

84652_1.R1039 

g5047895 

BLASTX 

g2765817 

837 

5.0e-90 

208 
73 

(Z95352) AtMlo-hl [Arabidopsis thaliana] 

>gi | 3892049 | gb | AAC78258 . 1 | AAC78258 (AC002330 ) AtMlo-hl 

[Arabidopsis thaliana] 

200431 

84657__1.R1039 
g5048459 

200432 

84677 JL.R1039 

g5047920 

BLASTX 

g3924604 

384 

7.0e-37 

205 

24 

(AF069442) putative leucine-rich repeat protein 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



200433 

84745_1.R1039 

g5050497 

BLASTX 

g!110502 

483 

2.0e-48 

190 
54 

(U40387) coil protein [Medicago sativa] 
200434 

84879_1.R1039 

g5048127 

BLASTX 

g3169883 

731 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-77 

246 

59 

(AF033194) dehydroquinate dehydratase/shikimate :NADP 
oxidoreductase [Lycopersicon esculentum] >gi 13169888 
( AF034 4 11 ) dehydroquinate dehydratase/shikimate : NADP 
oxidoreductase [Lycopersicon esculentum] 

200435 

85002_1.R1039 

g5049908 

BLASTX 

g3894194 

463 

8.0e-46 

259 

39 

(AC005662) putative strictosidine synthase [Arabidopsis 
thaliana] 

200436 

85114J..R1039 

g5048373 

BLASTX 

g2244904 

162 

1.0e-10 

240 

19 

(Z97339) similar to hypothetical protein C02F5.7 - Caenorha 
[Arabidopsis thaliana] 

200437 

85137_1.R1039 

g5050569 

BLASTX 

g3482927 

314 

1.0e-28 

146 

49 

(AC003970) Unknown protein [Arabidopsis thaliana] 
200438 

85304_1.R1039 

g5048569 

BLASTX 

g266410 

645 

2.0e-67 

140 

89 

CDC2+/CDC2 8 -RELATED PROTEIN KINASE R2 >gi | 82507 | pir | | S13934 
protein kinase (EC 2.7.1.37) chain cdc2/cdc28 homolog - 
rice >gi|20194|emb|CAA41172| (X58194) cdc2+/CDC28-related 
protein kinase [Oryza sativa] 
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Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



200439 

85315JL.R1039 

g5048580 

BLASTX 

g3738297 

839 

1.0e-105 

249 

38 

(AC005309) unknown protein [Arabidopsis thaliana] 
200440 

85662_1.R1039 

g5049684 

BLASTX 

g2829902 

491 

3.0e-58 

183 

66 

(AC002311) Putative sulphate transporter proteinlprotein 
[Arabidopsis thaliana] 

200441 

85977JL.R1039 

g5049253 

BLASTX 

g2129662 

572 

7.0e-59 

214 

48 

ovule-specific homeotic protein homolog A20 - Arabidopsis 
thaliana >gi 11881536 (U37589) A20 [Arabidopsis thaliana] 

200442 

86232JL.R1039 
g5049686 

200443 

86479_1.R1039 

g5049758 

BLASTX 

g730326 

177 

1.0e-12 

110 
35 

PHOSPHATIDYLINOSITOL-GLYCAN BIOSYNTHESIS, CLASS F PROTEIN 
(PIG-F) >gi|1082413|pir||A46097 GPI-anchor biosynthesis 
protein PIG-F - human >gi | 303616 | dbj | BAA02 697 | (D13435) 
PIG-F [Homo sapiens] >gi | 45057 97 | ref | NPJ302634 . 1 | pPIGF | 
phosphatidylinositol glycan, class F 

200444 

86554JL.R1039 
g5049836 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq, No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3323581 

332 

9.0e-31 

95 

74 

(AF057281) two-component response regulator homolog 
[Arabidopsis thaliana] 

200445 

86933_1.R1039 
g5050223 

200446 

86935JL.R1039 

g5050225 

BLASTX 

g2842477 

454 

6.0e-45 

127 

73 

(AL021749) copper-binding protein-like [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



200447 

86961_1.R1039 

g5050253 

BLASTX 

g3334138 

324 

7.0e-30 

128 

52 

CALNEXIN HOMOLOG PRECURSOR >gi 1669003 (U20502) calnexin 
[Glycine max] 

200448 *"* 

86979JL.R1039 

g5050619 

BLASTX 

g2498731 

683 

7.0e-72 

224 

60 

PROBABLE NADP-DEPENDENT OXIDOREDUCTASE PI 
>gi 1 1362013 Ipir M S57611 zeta-crystallin homolog - 
Arabidopsis thaliana >gi I 886428 | emb | CAA89838 | (Z49768) 
zeta-crystallin homologue [Arabidopsis thaliana] 

200449 

87518JL.R1039 

g5050840 

BLASTX 

gl438881 

298 



27145 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6.0e-27 

77 

69 

(U43839) 



GmCK2p [Glycine max] 



200450 

87526_1.R1039 

g5050842 

BLASTX 

g3402686 

495 

6.0e-50 

174 

17 

(AC004 697) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 



Seq. No, 


o a a A c 1 


Seq. ID 


L1djU4o UUl yi ill nil 


Method 


BLASTX 


NCBI GI 


g4106061 


BLAST score 


17 / 


E value 


Q A ^ 1 Q 


Match length 




% identity 


56 


NCBI 'Description 


( AF053318 ) CCR4-associated 


Seq. No. 


200452 


Seq. ID 


LIB3048-001-Q1-L1-A2 


Method 


BLASTX 


NCBI GI 


gl326165 


BLAST score 


360 


E value 


2.0e-34 


Match length 


108 


% identity 


61 


NCBI Description 


(U55032) aspartic protease 


Seq. No. 


200453 


Seq. ID 


LIB3048-001-Q1-L1-A3 


Method 


BLASTX 


NCBI GI 


g2129597 


BLAST score 


546 


E value 


4.0e-56 


Match length 


107 


% identity 


96 


NCBI Description 


glutamate dehydrogenase 1 



1 [Homo sapiens] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



Arabidopsis thaliana 
>gi_1098960 (U37771) glutamate dehydrogenase 1 [Arabidopsis 
thaliana] >gi_1293095 (U53527) glutamate dehydrogenase 1 
[Arabidopsis thaliana] 

200454 

LIB3048-001-Q1-L1-A5 

BLASTX 

g2558512 

142 

9.0e-09 
92 
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% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43 

(AJ002020) proton pump interactor [Arabidopsis thaliana] 
200455 

LIB3048-001-Q1-L1-A8 

BLASTX 

gl747296 

544 

6.0e-56 

128 
84 

(D45384) vacuolar H+- pyrophosphatase [Oryza sativa] 
>gi_3298476_dbj_BAA31524_ (AB012766) ovp2 [Oryza sativa] 

200456 

LIB3048-001-Q1-L1-B10 

BLASTX 

g4519507 

405 

1.0e-39 

129 

67 

(D88434) protein abundantly expressed during apple fruit 
development [Malus domes tica] 

200457 

LIB3048-001-Q1-L1-B11 

BLASTX 

g3292829 

241 

2.0e-20 

81 

63 

(AL031018) putative protein [Arabidopsis thaliana] 
200458 

LIB3048-001-Q1-L1-B4 

BLASTX 

gl572819 

192 

1.0e-14 
81 
48 

(U70855) 
elegans] 



similar to the RAS gene family [Caenorhabditis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200459 

LIB3048-001-Q1-L1-B5 

BLASTX 

g3775989 

238 

4.0e-20 

50 

84 

(AJ010458) RNA helicase [Arabidopsis thaliana] 



Seq. No. 



200460 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3048-001-Q1-L1-B6 

BLASTX 

g729470 

243 

1.0e-20 

130 
56 

MITOCHONDRIAL FORMATE DEHYDROGENASE PRECURSOR 

(NAD-DEPENDENT FORMATE DEHYDROGENASE) (FDH) 

>gi_542089_pir JQ2272 formate dehydrogenase (EC 1.2.1.2) 

precursor, mitochondrial - potato >gi_2977 98_eiab_CAA79702_ 

(Z21493) mitochondrial formate dehydrogenase precursor 

[Solanum tuberosum] 

200461 

LIB3048-001-Q1-L1-B8 

BLASTX 

g3876865 

164 

2.0e-ll 

76 

38 

(Z81534) predicted using Genefinder; cDNA EST EMBL:C08177 
comes from this gene; cDNA EST EMBL:C09822 comes from this 
gene; cDNA EST yk359h8.5 comes from this gene; cDNA EST 
yk374fll.5 comes from this gene; cDNA EST yk359h8.3 co 

200462 

LIB3048-001-Q1-L1-C1 

BLASTX 

g3980417 

263 

4.0e-23 

106 

55 

(AC004561) pumilio-like protein [Arabidopsis thaliana] 
200463 

LIB3048-001-Q1-L1-C10 

BLASTX 

g3335351 

323 

5.0e-30 

123 

11 

(AC004512) Similar to ERECTA receptor protein kinase 
gb_D83257 from A. thaliana. ESTs gb_T41629 and gb_AA586072 
come from this gene. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



200464 

LIB3048-001-Q1-L1-C11 

BLASTX 

g!708062 

129 

2.0e-13 

68 

61 
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NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



GLUTATHIONE PEROXIDASE HOMOLOG PRECURSOR 

>gi_2129599_pir S71250 glutathione peroxidase - 

Arabidopsis thaliana >gi_1061036__emb_CAA61965_ (X89866) 
glutathione peroxidase [Arabidopsis thaliana] 

200465 

LIB3048-001-Q1-L1-C2 

BLASTX 

g4218535 

445 

3.0e-44 

121 

66 

(AJ010829) GRAB1 protein [Triticum sp.] 
200466 

LIB3048-001-Q1-L1-C6 

BLASTX 

g4102703 

273 

4.0e-24 

90 
67 

(AF015274) ribulose-5-phosphate-3-epimerase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200467 

LIB3048-001-Q1-L1-C8 

BLASTX 

g4539335 

190 

1.0e-14 

103 

36 

(AL035539) putative protein [Arabidopsis thaliana] 
200468 

LIB304 8-001-Q1-L1-C9 

BLASTX 

g2443329 

402 

3.0e-39 

127 

64 

(D86122) Mei2-like protein [Arabidopsis thaliana] 
200469 

LIB3048-001-Q1-L1-D11 

BLASTX 

g547653 

129 

6.0e-15 

96 

54 

HYDROXYMETHYLGLUTARYL-COA LYASE (HMG-COA LYASE) (HL) 
(3-HYDROXY-3-METHYLGLUTARATE-COA LYASE) 

>gi_482999__pir B45470 hydroxymethylglutaryl-CoA lyase (EC 
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4.1.3.4) - chicken 





200470 


a&rr TV) 


T,TR?04fi-001 -Ol -T.1 -DS 


Method 


BLASTX 


NCBI GI 


g3152576 


IDXJ.T1.0 X OOUX\7 


183 


Hi V d J. LlO 


9 . Oe-14 


Maf ph 1 on rr+" h 


101 

X \J X 




45 




(ACOOPQRfil Similar to liver-soecif ic transoort orotein 




rrn T. 97^1^1 from Raf-l-ne nnrvi prri rnci r Arabirloiosis thaliai 


OC^t IN Vj • 


200471 


Seq. ID 


LIB3048-001-Q1-L1-D7 


Method 


BLASTX 


Vi \s JD X V3 X 


a4454052 




14 9 


T* 1 Tr^i 1 no 

Hi V CL X LLC 


1 . Oe-09 


Mai _ r , h 1 pnrrt"h 

11 CI UOll J.C11U L. 11 


99 


5- n /"1oTl"i~ 1 \7 


40 


INkj-DX UcbL-IipLlUil 


( AT.O^S^ 94 ^ h vnnrh^r i ral orotein FArafoidoosis thalianal 


Cprc Ma 


200472 


OC^t X U 


T,TR' : i04fi-001 -OI -T.1 -DP 

JJlDJUrivJ UUI \£ X XjX J->U 


Method 


BLASTX 


NCBI GI 


g4335751 


■QT TVQT or«or*o 
■Dxjrlo 1 bOUic 


987 


£i Value 


O • Uc ^.O 


nai.cn lengtn 


u .? 


Or 1 /"I 4*" T f TT 

t> xaentity 




"MfTlT Oo O Y* "1 1^1+" 1 ATI 

inujdi uescrip L1UU 


/I\^ 1 ^^£ : ^9ft4^ nnl-at i mo"t"H\7l 1~ y^n fpr^ qo T Ara hi fionc; i ^ 

^flUUUU^Ori ^ UUL.aL.lvC ILlCLUyi LIClllolClaDC dJJiUWJ^iaxi? 




T_ria.lld.Ilci J 


oeq. WO. 


90047^ 


Seq. ID 


LIB3048-001-Q1-L1-E10 


Method 


BLASTX 


MPDT (IT 


a4S08073 


£>J_LTiO 1 oOUIt; 


90S 
\j -j 


Ji Value 


^ np-i 

O * U C X vJ 


Mafpfi "I OTlf"T"f~H 

i'laLOii xciiy in 




t> luciitiLy 




nudjl Description 


^ArTinRfifi9^ 4^990 ffirahiHnriQi q thai 1 ansl 


064. 1NO. 




Seq. ID 


LIB3048-001-Q1-L1-E2 


Method 


BLASTX 


LN X ul 


a *[ ^70166 


"□ T "ACT 1 crTiyo 

DiiH.01 score 


S7 Q 


E value 


5.0e-60 


Match length 


132 


% identity 


Q H 
O / 


NCBI Description 


(Z73932) RAB1C [Lotus japonicus] 


Seq. No. 


200475 


Seq. ID 


LIB3048-001-Q1-L1-E5 


Method 


BLASTX 




27150 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



g3033375 
150 

4.0e-10 

81 

37 

(AC004238) putative berberine bridge enzyme [Arabidopsis 
thaliana] 

200476 

LIB3048-001-Q1-L1-E7 

BLASTX 

g4539315 

259 

2.0e-22 

132 

46 

(AL035679) putative zinc finger protein [Arabidopsis 
thaliana] 

200477 

LIB3048-001-Q1-L1-E8 

BLASTX 

gll07526 

141 

3.0e-09 

53 
49 

(X87931) SIEP1L protein [Beta vulgaris] 
200478 

LIB3048-001-Q1-L1-F3 

BLASTX 

g548774 

299 

2.0e-27 

83 

70 

60S RIBOSOMAL PROTEIN L7A >gi_542158_pir S38360 ribosomal 

protein L7a - rice >gi_303855__dbj_BAA02156_ (D12631) 
ribosomal protein L7A [Oryza sativa] 

200479 

LIB3048-001-Q1-L1-F5 

BLASTX 

g3549691 

211 

2.0e-17 

41 

90 

(AJ010501) thaumatin-like protein PR-5b [Cicer arietinum] 
200480 

LIB3048-001-Q1-L1-F6 

BLASTX 

g2213629 

312 

6.0e-29 



27151 



Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



74 
73 

(AC000103) F21J9.21 [Arabidopsis thaliana] 
200481 

LIB3048-001-Q1-L1-F7 

BLASTX 

g3242705 

369 

2.0e-35 

83 

80 

(AC003040) putative nicotinate phosphoribosyltransf erase 
[Arabidopsis thaliana] 

200482 

LIB3048-001-Q1-L1-F9 

BLASTX 

gll73257 

230 

4.0e-31 

103 

67 

40S RIBOSOMAL PROTEIN S4 >gi_107 6674_pir S47642 ribosomal 

protein S4 - potato >gi_457803_emb_CAA54095_ (X76651) 
ribosomal protein S4 [Solanum tuberosum] 

200483 

LIB3048-001-Q1-L1-G7 

BLASTX 

g4325324 

644 

1.0e-67 

129 

92 

(AF125574) lysyl-tRNA synthetase; LysRS [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200484 

LIB3048-001-Q1-L1-G8 

BLASTX 

g3236478 

247 

3.0e-33 

89 

89 

(AF071196) 26S protease regulatory subunit [Gossypium 
hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



200485 

LIB3048-001-Q1-L1-H2 

BLASTX 

g4115371 

176 

9.0e-13 

107 

40 



27152 



NCBI Description (AC005967) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200486 

LIB3048-001-Q1-L1-H5 

BLASTX 

g2129597 

259 

2.0e-22 

104 

64 

glutamate dehydrogenase 1 - Arabidopsis thaliana 
>gi_1098960 (U37771) glutamate dehydrogenase 1 [Arabidopsis 
thaliana] >gi_1293095 (U53527) glutamate dehydrogenase 1 
[Arabidopsis thaliana] 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200487 

LIB3048-001-Q1-L1-H7 

BLASTX 

g2978452 

408 

6.0e-40 

113 

70 

(AE001274) MCAK; L549, 



3 [Leishmania major] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200488 

LIB3048-001-Q1-L1-H9 

BLASTX 

g3236476 

338 

5.0e-32 
81 
86 

(AF071195) 
hirsutum] 



26S protease regulatory subunit [Gossypium 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200489 

LIB3048-002-Q1-L1-A1 

BLASTX 

g2262170 

217 

1.0e-17 
95 
46 

(AC002329) 
thaliana] 



predicted glycosyl hydrolase [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
vNCBI Description 



200490 

LIB3048-002-Q1-L1-A11 

BLASTX 

g3955021 

410 

3.0e-40 

93 

86 

(AJ010811) HB2 homeodomain protein [Populus tremula x 
Populus tremuloides] 



27153 



Seq. No. 


200491 


Seq. ID 


LIB3048-002-Q1-L1-A2 


Method 


BLASTX 


NCBI GI 


gl928981 


BLAST score 


518 


E value 


6. Oe-53 


M^tr*?! 1 pnath 


107 


o j_ vj.^h u J- *— _y 


94 


NCBI Description 


(U92651) tonoplast intrinsic protein bobTIP26-l 




nl f^TRO^^i vat Vin1~T*v}~"i 

Uxc J. ci v ■ ci v dx . i— x y lxj j 


Seq. No. 


200492 


Seq. ID 


LIB3048-002-Q1-L1-A3 


Method 


BLASTX 


NCBI GI 


gl402912 


BLAST score 


228 


K va 1 ne^ 

J—J V UX*IA^ 


7 . Oe-19 


Ms +" r**H 1 oti rr"i~ Vi 


102 


% identity 


51 






Sea No 


200493 


Seq. ID 


LIB3048-002-Q1-L1-A5 


Method 


BLASTX 


NCBI GI 


g2501850 




518 


E value 












LNonj. description 


liiJ: U1ZOZ J J VjUjt QlSSOClaClOU inniDlLOr LLNlCOtlalla 


Spct No 


200494 


Seq. ID 


LIB3048-002-Q1-L1-A6 


Method 


BLASTX 


NCBI GI 


gl001135 


BLAST qcorp 


175 


V, va 1 lie* 

J— < V d _J_ LI ^ 


7 . Oe-13 




51 


o _L 1 L u y 


69 




/ n^dfini 1 a fai - fi 1 a p1" al" o q t rn "H Vi 3 <2 o fQunophnpwcf i q on 
aLCLUiauLaLc oyiiuiictoc: |_ oyilc^ll\JO_y s L.10 ^P 


Sea No 


200495 


Seq. ID 


LIB3048-002-O1-L1-A7 


Mpthnd 


BLASTX 


V4 \* XJ JL \J X 


a 4 804 50 


BLAST score 


265 


E value 


3.0e-36 


Lia tun icny L.j.1 


1 ?n 


^ XUCll U JL l_ y 


U -3 


ln^oi uescivipt. ion 


KeLOi~dCia reaucuoisoiTLerase i. i.i.ooj firao 




thaliana >gi_402552_emb_CAA49506_ (X69880) ketol 




reductoisomerase [Arabidopsis thaliana] 


Seq. No. 


200496 


Seq. ID 


LIB3048-002-Q1-L1-A8 


Method 


BLASTX 



27154 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll73253 
469 

4.0e-47 

107 

91 

40S RIBOSOMAL PROTEIN S3 >gi_543317_pir S41170 ribosomal 

protein S3 - mouse >gi_57728_emb_CAA35916_ (X51536) 
ribosomal protein S3 (AA 1-243) [Rattus rattus] 
>gi_439522_emb_CAA54167__ {XI 6112) ribosomal protein S3 [Mus 
mus cuius] 





OC^i IN \J • 


200497 






T,TR?04ft-00?-O1 -T.I -AQ 






RT.ASTX 




NCBI GI 


g2642158 




BLAST score 
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U 1 Tra 1 n o 
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iyiaucn xengT_.n 


119 




^ laentity 
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JN^JdX oX 






BLAST score 


406 




E value 


7.0e-40 




ixiai-cn xengun 


1 91 
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^ iaenrxxy 


7 1 
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jnudi Description 


/ST CiO^CiQA \ TvTi^-n /-» 1 n Vi -f- -i -n nAnf nrnf o n n rramnta — 1 i Vo r"iT~Pi+"^i Ti 
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rZivaHi H (^T~i c "hVial -1 ana 1 
L-rtX. aJJlUUpold L.11CIX XCLiiCl j 


U 


beg* jno . 


onn/ QQ 




beg. lu 


T TR^ n A R — 009 — Pil — T 1 —159 
XiXDOUfl 0 UUZ ^ X XjX 






BLASTX 




NCBI GI 


g2196466 




BLAST score 


219 




E value 


7.0e-18 




Match length 


103 




% identity 


50 




NCBI Description 


(Y13673) TATA binding protein-associated factor 






[Arabidopsis thaliana] 




Seg. No. 


200500 




Seg. ID 


LIB3048-002-Q1-L1-B4 




Method 


BLASTX 




NCBI GI 


gl709358 




BLAST score 


310 




E value 


2.0e-28 




Match length 


117 




% identity 


52 



NCBI Description NUCLEOSIDE-TRIPHOSPHATASE (NUCLEOSIDE TRIPHOSPHATE 

PHOSPHOHYDROLASE) (NTPASE) >gi_629638_pir S48859 

nucleoside triphosphatase - garden pea 

>gi_212^§8 90_pir S65147 nucleoside triphosphatase 

precursor, chromatin-associated - garden pea 
>gi_563612_emb__CAA83655_ (Z32743) nucleoside triphosphatase 



27155 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Pisum sativum] >gi_4519173_dbj_BAA75506 . 1_ (AB022319) 
nucleoside triphosphatase (NTPase) [Pisum sativum] 

200501 

LIB3048-002-Q1-L1-B5 

BLASTX 

g232024 

305 

6.0e-28 

105 

61 

PROTEIN E6 >gi_421806_pir A46130 fiber protein - upland 

cotton >gi_21294 98_pir S65061 fiber protein E6 (clone 

CKE6-1A) - upland cotton >gi_167323 (M92051) 5' start site 
is putative; putative [Gossypium hirsutum] >gi_1000084 
(U30505) E6 [Gossypium hirsutum] 

200502 

LIB3048-002-Q1-L1-B6 

BLASTX 

gl703108 

701 

2.0e-74 

130 

100 

ACTIN 2/7 >gi_2129525_pir S71210 actin 2 - Arabidopsis 

thaliana >gi_2129528_pir S68107 actin 7 - Arabidopsis 

thaliana >gi_104 9307 (U37281) actin-2 [Arabidopsis 
thaliana] >gi_1943863 (U27811) actin7 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200503 

LIB3048-002-Q1-L1-B7 

BLASTX 

g4115379 

164 

2.0e-ll 

51 

61 

(AC005967) 
thaliana] 



putative carbonyl reductase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



200504 

LIB304 8-002-Q1-L1-C1 

BLASTX 

g3218396 

193 

8.0e-15 

72 

53 

(AL023860) hypothetical protein [Schizosaccharomyces pombe] 
200505 

LIB3048-002-Q1-L1-C10 

BLASTX 

g3024756 

213 



27156 



E value 
Match length 
% identity 
NCBI Description 



4.0e-17 

124 

35 

TYPE II DNA TOPOISOMERASE VI SUBUNIT B 
>giJL926403_emb_CAA71604_ (Y10582) type II DNA 
topoisomerase subunit B [Sulfolobus shibatae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200506 

LIB3048-002-Q1-L1-C3 

BLASTX 

g4249382 

408 

5.0e-40 

106 

68 

(AC005966) Strong similarity to gi_3337350 F13P17.3 
putative permease from Arabidopsis thaliana BAC 
gb AC004481. [Arabidopsis thaliana] 



beq. no. 


z uuou / 


C m-r TVS 

beq. ID 


t Tta^n/i Q— nn9- m — t i -n 


jxie inoQ 


JDltriO 1 A 


Mfp T PT 
LNUDl ul 


y IjjjO oz. 






E value 


2.0e-45 


Match length 


100 


% identity 


87 


NCBI Description 


(U42608) clathrin heavy 


Seq. No. 


200508 


Seq. ID 


LIB3048-002-Q1-L1-C8 


Method 


BLASTX 


NCBI GI 


g633110 


BLAST score 


607 


E value 


2.0e-63 


Match length 


123 


% identity 


95 


NCBI Description 


(D31843) plasma membrane 


Seq. No. 


200509 


Seq. ID 


LIB3048-002-Q1-L1-D1 


Method 


BLASTX 


NCBI GI 


g2129597 


BLAST score 


506 


E value 


2.0e-51 


Match length 


100 


% identity 


96 


NCBI Description 


glutamate dehydrogenase 



1 - Arabidopsis thaliana 
>gi_1098960 (U37771) glutamate dehydrogenase 1 [Arabidopsis 
thaliana] >gi_1293095 (U53527) glutamate dehydrogenase 1 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



200510 

LIB3048-002-Q1-L1-D2 

BLASTX 

g3805845 

214 



27157 



E value 
Match length 
% identity 
NCBI Description 



1.0e-17 

76 

55 

(AL031986) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



200511 

LIB3048-002-Q1-L1-D3 

BLASTX 

gl350680 





474 


E value 


9.0e-48 


Match length 


121 
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LNL/DX uesci xpt_±uxi 
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oeq. i\io • 
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Method 


OT 7\ CrPV 


JNL.O-L bl 




BLAbi score 


j! / 


E value 


2.0e-29 


Match length 


92 


% identity 


O / 


NCBI Description 


(Ar uijzyo) oiiru_-Lar no pnospnoiipabe u i*\ 




thaliana] 


Seq* No. 


ZUUOlo 


Seq. ID 




Method 


DLiriO 1 A 


NCBI GI 


giooUbo u 


BLAST score 


340 


E value 


5.0e-32 


Match length 


1 1 Q 

X 1 i7 


% identity 


0 D 


NCBI Description 


DUo KxDWoUJyifUj rKUliljXJN JUX 


Seq. No. 




Seq. ID 


LlrJoU4o — UUZ-yi-Lil— Do 


Mernoa 


T2T AOTY 

JdIjAo 1 A 


NCBI GI 


glo /JO/ 


BLAST score 


676 


E value 


2.0e-71 




x ^ o 


% identity 


99 


NCBI Description 


(L08199) peroxidase [Gossypium hirsutum] 


Seq. No. 


200515 


Seq. ID 


LIB3048-002-Q1-L1-D9 


Method 


BLASTX 


NCBI GI 


g4406809 


BLAST score 


146 


E value 


3.0e-09 


Match length 


82 


% identity 


49 


NCBI Description 


(AC006201) unknown protein [Arabidopsis 


Seq, No. 


200516 



27158 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3048-002-Q1-L1-E1 

BLASTX 

g544250 

439 

1.0e-43 

106 

78 

ER LUMEN PROTEIN RETAINING RECEPTOR {HDEL RECEPTOR) 

>gi_541860_pir A49677 endoplasmic reticulum retention 

receptor Erd2 - Arabidopsis thaliana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200517 

LIB3048-002-Q1-L1-E10 

BLASTX 

g2062167 

196 

2.0e-30 

102 

68 

(AC001645) Proline-rich protein APG isolog [Arabidopsis 
thaliana] 



Seq. No. 


200518 


Seq. ID 


LIB3048-002H 


Method 


BLASTX 


NCBI GI 


g633110 


BLAST score 


622 


E value 


4.0e-65 


Match length 


126 


% identity 


95 


NCBI Description 


(D31843) pla 


Seq. No. 


200519 


Seq. ID 


LIB3048-002- 


Method 


BLASTN 


NCBI GI 


g4388705 


BLAST score 


39 


E value 


1.0e-12 


Match length 


103 


% identity 


90 


NCBI Description 


Arabidopsis 



Q1-L1-E11 



[Oryza sativa] 



Q1-L1-E12 



sequence, complete sequence 



;ome I BAC F20D21 genomic 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200520 

LIB3048-002-Q1-L1-E4 

BLASTX 

g82065 

414 

9.0e-41 

114 

74 

ribosomal protein S3a - Madagascar periwinkle 
>gi_217903_dbj_BAA00860_ (D01058) ORF [Catharanthus roseus] 



Seq. No. 
Seq. ID 
Method 



200521 

LIB3048-002-Q1-L1-E5 
BLASTX 



27159 
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LN^DX OX 
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BLAST score 


368 


E value 


3.0e-35 


M^i~nh 1 p'nnth 

Lid LOli XCll^ Lll 


123 


O lUCill — l uy 


59 




(ACOnPQftfi} Similar to liver-sDecif ic transoort protein 




gb L27651 from Rattus norviegicus. [Arabidopsis thaliana] 


C orr Mrs 
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BLAST score 
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P TT^ 1 no 
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fAFO 67773) alutamvl-tRNA svnthetase TArabidODsis thaliana 
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BLASTX 
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E value 
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BLAST score 


306 


E value 


4.0e-28 
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i 1C LliUU 


RT.A^TX 
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E value 


9.0e-51 
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^U/fiOoXJ LallcUxoUXlU L i\XCxllLLo U\JlLU.LLU.iiX£D J 


beg. NO. 




Seq. ID 


LIB3048-002-Q1-L1-F3 


Method 


BLASTX 


NCBI GI 


g2342728 


BLAST score 


216 


E value 


2.0e-i7 



27160 



Match length 

% identity 

NCBI Description 



88 
43 

(AC002341) Cysteine proteinase isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200527 

LIB3048-002-Q1-L1-F4 

BLASTX 

gll07526 

385 

3.0e-37 

117 

68 

(X87931) SIEP1L protein [Beta vulgaris] 
200528 

LIB3048-002-Q1-L1-F5 

BLASTX 

g2062167 

190 

4.0e-27 
100 
63 

(AC001645) 
thaliana] 



Proline-rich protein APG isolog [Arabidopsis 



200529 

LIB3048-002-Q1-L1-F6 

BLASTX 

g2129597 

506 

2.0e-51 

100 

96 

glutamate dehydrogenase 1 - Arabidopsis thaliana 
>gi_1098960 (U37771) glutamate dehydrogenase 1 [Arabidopsis 
thaliana] >gi_1293095 (U53527) glutamate dehydrogenase 1 
[Arabidopsis thaliana] 



Seq. No. 


200530 


Seq. ID 


LIB3048-002 


Method 


BLASTX 


NCBI GI 


g2642158 


BLAST score 


472 


E value 


2.0e-47 


Match length 


130 


% identity 


71 


NCBI Description 


(AC003000) 


Seq. No. 


200531 


Seq. ID 


LIB3048-002 


Method 


BLASTX 


NCBI GI 


g4433048 


BLAST score 


390 


E value 


6.0e-38 


Match length 


120 


% identity 


63 



hypothetical protein [Arabidopsis thaliana] 



27161 



NCBI Description (D26578) DNA-binding protein [Daucus carota] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200532 

LIB3048-002-Q1-L1-G12 

BLASTX 

gl895084 

301 

2.0e-27 

59 

95 

(U89897) golgi associated protein se-wap41 [Zea mays] 
200533 

LIB3048-002-Q1-L1-G2 

BLASTX 

gl762148 

513 

3.0e-52 

111 

87 

(U48695) glutamate dehydrogenase [Solanum lycopersicum] 



200534 

LIB3048-002-Q1-L1-G3 

BLASTX 

g3334147 

494 

5.0e-50 

136 

72 

ENDOCH I T INAS E 1 PRECURSOR >gi_14 697 88 
chitinase [Gossypium hirsutum] 



(U60197) class I 



Seq. No. 
'Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200535 

LIB3048-002-Q1-L1-G4 

BLASTX 

g2129597 

314 

5.0e-29 

101 

65 

glutamate dehydrogenase 1 - Arabidopsis thaliana 
>gi_1098960 (U37771) glutamate dehydrogenase 1 [Arabidopsis 
thaliana] >gi_1293095 (U53527) glutamate dehydrogenase 1 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200536 

LIB3048-002-Q1-L1-G5 

BLASTX 

g2462826 

224 

2.0e-18 

118 

41 

(AF000657) unknown protein [Arabidopsis thaliana] 



Seq. No. 



200537 



27162 



Seq. ID LIB3048-002-Q1-L1-G6 

Method BLASTN 

NCBI GI g2656025 

BLAST score 45 

E value 4.0e-16 

Match length 69 

% identity 91 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MCD7 

Seq. No. 200538 

Seq. ID LIB3048-002-Q1-L1-G9 

Method BLASTX 

NCBI GI gl698548 

BLAST score 551 

E value 8.0e-57 

Match length 126 

% identity 82 

NCBI Description (U58971) calmodulin-binding protein [Nicotiana tabacum] 



Seq. No. 


200539 


Seq. ID 


LIB3048-002-Q1-L1-H10 


Method 


TIT 7\ OITTV 

BLASTX 


NCBI GI 


g4314384 


BLAST score 


224 


E value 


2.0e-18 


Match length 


94 


% identity 


49 


NCBI Description 


(AC006232) putative cysteine proteinase [Arabidopsis 




thaliana] 


Seq. No. 


200540 


Seq. ID 


LIB3048-002-Q1-L1-H11 


Method 


BLASTX 


NCBI GI 


g3402693 


BLAST score 


155 


E value 


2.0e-10 


Match length 


88 


% identity 


43 


NCBI Description 


(AC004697) unknown protein [Arabidopsis thaliana] 


Seq. No. 


200541 


Seq. ID 


LIB3048-002-Q1-L1-H12 


Method 


BLASTX 


NCBI GI 


g3123515 


BLAST score 


497 


E value 


2.0e-50 


Match length 


105 


% identity 


90 


NCBI Description 


(Y08761) Mago Nashi-like protein [Euphorbia lagascae 


Seq. No. 


200542 


Seq. ID 


LIB3048-002-Q1-L1-H3 


Method 


BLASTX 


NCBI GI 


gll43322 


BLAST score 


237 


E value 


2.0e-20 



27163 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



58 
76 

(U40979) 



alfa-carboxyltransferase precursor [Glycine max] 



200543 

LIB3048-002-Q1-L1-H5 

BLASTX 

gl946368 

178 

4.0e-13 

101 

37 

(U93215) unknown protein [Arabidopsis thaliana] 
200544 

LIB3048-002-Q1-L1-H7 

BLASTX 

g3402693 

158 

1.0e-10 

88 

44 

(AC004697) unknown protein [Arabidopsis thaliana] 
200545 

LIB3048-002-Q1-L1-H9 

BLASTX 

g2500399 

456 

1.0e-45 

105 

90 

40S RIBOSOMAL PROTEIN S3 >gi_1836060_bbs_179561 (S83098) 
ribosomal protein S3 [Ambystoma mexicanum=Mexican axolotls, 
embryos, Peptide, 253 aa] [Ambystoma mexicanum] 



Seq. No. 


200546 


Seq. ID 


LIB3048-003- 


Method 


BLASTX 


NCBI GI 


g3738285 


BLAST score 


239 


E value 


4.0e-20 


Match length 


48 


% identity 


90 


NCBI Description 


(AC005309) 


Seq. No. 


200547 


Seq. ID 


LIB3048-003 


Method 


BLASTX 


NCBI GI 


g3152576 


BLAST score 


372 


E value 


9.0e-36 


Match length 


124 


% identity 


59 


NCBI Description 


(AC002986) 



Similar to liver-specific transport protein 
gb_L27651 from Rattus norviegicus. [Arabidopsis thaliana] 



27164 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200548 

LIB3048-003-Q1-L1-A11 

BLASTX 

gl002800 

514 

2.0e-52 

119 

76 

(U33917) Cpm7 [Craterostigma plantagineum] 
200549 

LIB3048-003-Q1-L1-A2 

BLASTX 

g3152609 

340 

6.0e-32 
119 
55 

(AC004482) 
thaliana] 



putative Su(var)3-9 protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200550 

LIB3048-003-Q1-L1-A3 

BLASTX 

g41€0402 

173 

2.0e-12 
130 
38 

(AJ132240) 
mays] 



eukaryotic translation initiation factor 5 [Zea 



200551 

LIB3048-003-Q1-L1-A5 

BLASTX 

g4115379 

256 

4.0e-22 

87 

61 

(AC005967) putative carbonyl reductase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200552 

LIB3048-003-Q1-L1-A8 

BLASTX 

g3876092 

303 

1.0e-27 

134 

49 

(Z69635) Similarity to Drosophila white protein 
(SW:WHIT_DROME) ; cDNA EST EMBL:M89346 comes from this gene; 
cDNA EST yk311f2.3 comes from this gene; cDNA EST yk311f2.5 
comes from this gene [Caenorhabditis elegans] 



Seq. No. 



200553 



27165 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3048-003-Q1-L1-A9 

BLASTX 

g3047082 

566 

2.0e-58 

123 

82 

(AF058914) similar to Vigna radiata pectinacetylesterase 
precursor (GB:X99348) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200554 

LIB3048-003-Q1-L1-B1 

BLASTX 

g2597826 

317 

3.0e-29 

109 

60 

(Y14590) class IV chitinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200555 

LIB3048-003-Q1-L1-B11 

BLASTX 

g2062167 

196 

9.0e-28 
89 
72 

(AC001645) 
thaliana] 



Proline-rich protein APG isolog [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



200556 

LIB3048-003-Q1-L1-B3 

BLASTX 

g2407790 

293 

2.0e-26 

123 

16 

(AF019910) grrl [Glycine max] 
200557 

LIB3048-003-Q1-L1-B4 

BLASTX 

g4100433 

337 

1.0e-31 

98 
67 

(AF000378) beta-glucosidase [Glycine max] 
200558 

LIB3048-003-Q1-L1-B5 

BLASTX 

g4309698 

550 

1.0e-56 



27166 



Match length 

% identity 

NCBI Description 



133 
84 

(AC006266) putative glucosyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200559 

LIB3048-003-Q1-L1- 

BLASTX 

gl928981 

578 

7.0e-60 
121 
63 

(U92651) 
oleracea 



B7 



tonoplast intrinsic protein bobTIP26-l [Brassica 
var. botrytis] 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200560 

LIB3048-003-Q1-L1-B8 

BLASTX 

gl407705 

605 

5.0e-63 

137 

82 

(U60202) lipoxygenase [Solanum tuberosum] 
200561 

LIB3048-003-Q1-L1-B9 

BLASTX 

g3894387 

145 

3.0e-09 

113 

4 

(AF053995) Hcr2-0B [Lycopersicon esculentum] 
200562 

LIB3048-003-Q1-L1-C10 

BLASTX 

g4490318 

595 

6.0e-62 

127 

87 

(AL035678) 2-dehydro-3-deoxyphosphoheptonate aldolase 
[Arabidopsis thaliana] 

200563 

LIB3048-003-Q1-L1-C11 

BLASTX 

g4106061 

105 

2.0e-10 

57 

53 

(AF053318) CCR4-associated factor 1 [Homo sapiens] 



27167 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200564 

LIB3048-003-Q1-L1-C2 

BLASTX 

g2281115 

681 

6.0e-72 
140 
91 

(AC002330) 
thaliana] 



putative cullin-like 1 protein [Arabidopsis 





beq. ino. 






beq. lu 


LXdjUtO UUJ yJ. Ll 




Method 


BLASTX 




NCBI GI 


g3212866 




BLAST score 


loo 




E value 


o . Ue-14 




Match length 


Iz / 




% identity 


Jo 




NCBI Description 


(ACUU4UUo) unknown protein [AraDiaopsis Lnaiianaj 




Seq. No. 


zUUodo 


m 


Seq. ID 


LIB oU4o-UU o-yi-Ll-UO 




Method - 


BLASTX 


p=| 


NCBI GI 


g2444178 


M= 


BLAST score 


o04 




E value 


3 . Oe-51 




Match length 


138 




% identity 


76 




NCBI Description 


(U94784) unconventional myosin [Helianthus annuus] 


M: 


Seq. No. 


200567 


PI 


Seq. ID 


LIBJU4 o-UUJ-Ql-Ll-U / 




Metnoa 


TJT TV CT 1 V 




NCBI GI 


g4508068 




BLAST score 


231 




E value 


3.0e-19 




Match length 


135 




% identity 


45 




NCBI Description 


(AC005882) 3063 [Arabidopsis thaliana] 




Seq. No. 


200568 




Seq. ID 


LIB3048-003-Q1-L1-C8 




Method 


BLASTX 




NCBI GI 


g4432860 




BLAST score 


392 




E value 


4.0e-38 




Match length 


136 




% identity 


16 




NCBI Description 


(AC006300) putative glucose-induced repressor pro* 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



200569 

LIB3048-003-Q1-L1-D10 

BLASTX 

gll9350 

290 



27168 



E value 
Match length 
% identity 
NCBI Description 



3.0e-26 

96 

67 

ENOLASE ( 2 - PHOS PHOGLYCERATE DEHYDRATASE) 

( 2 - PHOS PHO-D-GLYCERATE HYDRO-LYASE) >gi_81608_pir JQ1187 

phosphopyruvate hydratase (EC 4.2.1.11) - Arabidopsis 
thaliana >gi_16271_emb_CAA41114_ (X58107) enolase 
[Arabidopsis thaliana] 



beq. no. - - 


900^70 
iUUJ / u 


beq. 1JJ 


±jJ.D.jUf±Q UUJ 


Method 










154 


E value 


3.0e-10 


Match length 


40 


% identity 


68 


NCBI Description 


(AJ010458) 


Seq. No. 


200571 


Seq. ID 


LIB3048-003 


Method 


BLASTX 


NCBI GI 


g4432860 


BLAST score 


421 


E value 


1.0e-41 


Match length 


120 


% identity 


15 


NCBI Description 


(AC006300) 



■Q1-L1-D11 



RNA helicase [Arabidopsis thaliana] 



putative glucose-induced repressor protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



200572 

LIB3048-003-Q1-L1-D4 

BLASTX 

g2129769 

282 

6.0e-32 

88 

80 

xyloglucan endo-transglycosylase precursor - Arabidopsis 
thaliana >gi_944810_dbj_BAA09783_ (D63508) endo-xyloglucan 
transferase [Arabidopsis thaliana] 

200573 

LIB3048-003-Q1-L1-D6 

BLASTX 

g3132696 

353 

1.0e-33 

89 

83 

(AF061962) SAR DNA-binding protein-1 [Pisum sativum] 
200574 

LIB3048-003-Q1-L1-D8 

BLASTX 

g232024 

323 



27169 



E value 
Match length 
% identity 
NCBI Description 



5.0e-30 

117 ■ c 

61 

PROTEIN E6 >gi_421806_pir A4 6130 fiber protein - upland 

cotton >gi_2129498_pir S65061 fiber protein E6 (clone 

CKE6-1A) - upland cotton >gi_167323 (M92051) 5' start site 
is putative; putative [Gossypium hirsutum] >gi_1000084 
(U30505) E6 [Gossypium hirsutum] 



oeq. 1NO. 


lUUJ / -J 


beg. ijj 




rlti L.I1UU. 


RLASTX 


JNOol bl 


nrl 1 /ITI OQ 

gi It jIOO 


BLAST score 


529 


E value 


3.0e-54 


Match length 


iu y 


% identity 




NCBI Description 


[uoZoZ. f } uDiquinn precursor n^anaiua. aiiJxoa.iioj 


Seq. No. 


ZUVD i o 


Seq. ID 


L1BJU4 o — UUo _ yi~lil Jitl 1 


Method 


Dll/ib I A 


NCBI bl 


cfOO Q 1 Q A Q 

gozoio 4 o 


BLAST score 


141 


E value 


1.0e-08 


Match length 


r 1 
Ol 


% identity 


54 


NCBI Description 


(ALUolUU4) putative protein LAraDictopsis unananaj 


Seq. No. 


ZUUO / / 


Seq. ID 


t TDQriyi q nn"5 ai_ti_pi o 
L1BJU4 o — UU J— yi~J-il — Jc*lz 


Method 


Oixrib 1 A 


NCBI bl 


gftououoo 


BLAST score 


iyu 


E value 


2.0e-14 


Match length 


66 


% identity 


OZ 


NCBI Description 


vACUuoooz) jUoj [Araoiaopsis unananaj 


beq. no. 


/UUO / o 


Seq. ID 


L1doU4o — UU J— yi _ lil-£iZ 


Method 


BLASTX 


iNbol Ol 


(j _7 X U 


BLAST score 


441 


E value 


8.0e-44 


Match length 


136 


% identity 


61 


NCBI Description 


(AC003114) Contains similarity to protein phosphatase 




(ABI1) gb_X78886 from A. thaliana. [Arabidopsis thali 


Seq. No. 


200579 


Seq. ID 


LIB3048-003-Q1-L1-E3 


Method 


BLASTX 


NCBI GI 


g3334659 


BLAST score 


265 


E value 


4.0e-23 


Match length 


139 



27170 




o x^-icii l. _L 


42 




(Y10489) putative cytochrome P450 [Glycine max] 


O £2 (-J • IN U • 


t. U U JU v 


q prf Tf) 

Ocl>|i J- L/ 


LIB3048-003-O1-L1-E8 


Flo 


BLASTX 


NCBI GI 


g3461815 


BLAST score 


182 


TT 1 T72I no 
Hi VctXUc 


1 . Oe-22 


Mair'h 1 onnf h 
rid L oil xciiy un 


76 


1) XU.CilL.XLy 




NCBI DescriDtion 


(AC004138) hypothetical protein [Arabidopsis thaliana] 


C VT/-V 

OCV^. LNv_>. 




q<__rr TD 

O C vJ * ±. U 


LIB3048-003-O1-L1-F10 






NCBI GI 


g2243118 ^' 


BLAST score 


221 


ill VCl.XU.tS 


4 0^-1 PI 


riauon _Lciiyi.ii 




9- T irlAnf T 4-tr 

iQem,iT-y 


7-1 


INV-sOX L/COOJ.i.^UXUli 


fY10984) Glutathione svnthetase FBrassica iuncea] 


beq. iNO . 




X1J 


T.TR^OdR-rin^-OI -T.I -F1 9 


Method. 




NCBI GI 


gll07526 


BLAST score 


366 


TP tt -a 1 n 

Hj Value 


ft • Uc JJ 


iyia.i-.cn xengL.n 


117 
XX / 


^ T f*\ 4— t ^ T if 

=5 iaen.L.ii,y 


Oft 


IN X UCQOIl^l.iUU 


fXS7Q311 55TEP1L nrotein TBeta vulaarisl 


oeq. lno. 






T.TR^04ft-n03-Ol -T.I -F9 


Method. 


dt noTV 


NCBI GI 


gll29145 


BLAST score 


650 


E value 






i -l n 


Q- 1 4— t -4— * T 

ti XQ.enT.ii-y 


D .7 




^YT^^^Q^ arpful -PnA r-arvl tran^fprase TManaifera indica 


beq. imo , 




Oc4> -L u 


T.TR304fi-0fn-O1 -Til -F3 

lilOJu^U VJ VJ «J Sc-L -1-1 X X 


TV/To 4- Vi 

ric LllvJU 


RT.A9TX 

DilCliJ ± -T-. 


"NTPRT (ZT 
lN\_/OX ul 


rr1 -IR'H^I ft 


BLAST score 


463 


E value 


2.0e-46 


Mat-en xengun 


1 


^ luentny 


j _? 


wujdx Description 


(Aj j / _? J ) lnaUCcU UptJll WUU.IivJ.xily oL-xetao Ln_,aiJiu.upoxo 




thaliana] 


Seq. No. 


200585 


Seq. ID 


LIB3048-003-Q1-L1-F4 


Method 


BLASTX 



27171 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3249105 
329 

8.0e-36 

131 
55 

(AC003114) Contains similarity to protein phosphatase 2C 
(ABI1) gb_X78886 from A. thaliana. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200586 

LIB3048-003-Q1-L1-F6 

BLASTX 

g3775989 

285 

2.0e-25 

71 
76 

(AJ010458) RNA helicase [Arabidopsis thaliana] 



Seq. No. 


200587 


Seq. ID 


LIB304 o-OOo-Ql-LI-£ / 


Method 


BLASTX 


NCBI GI 


gl483218 


BLAST score 


A O O 

4zo 


E value 


o . L)e-4z 


Match length 


130 


% identity 


58 


NCBI Description 


(X99793) induced upon wounding 




thaliana] 


Seq. No. 


200588 


Seq. ID 


LIB3048-003-Q1-L1-F8 


Method 


BLASTX 


NCBI GI 


gl76214y 


BLAST score 


C £ Ok 


E value 


1.0e-57 


Match length 


112 


% identity 


94 


NCBI Description 


(U48695) glutamate dehydrogena 


Seq. No. 


200589 


Seq. ID 


LIB3048-003-Q1-L1-F9 


Method 


BLASTX 


NCBI GI 


g3549691 


BLAST score 


196 


E value 


2.0e-37 


Match length 


118 


% identity 


67 


NCBI Description 


(AJ010501) thaumatin-like prot 


Seq. No. 


200590 


Seq. ID 


LIB3048-003-Q1-L1-G12 


Method 


BLASTX 


NCBI GI 


g2980770 


BLAST score 


232 


E value 


1.0e-19 


Match length 


69 


% identity 


62 



[Arabidopsis 



27172 



NCBI Description 


(AL022198) putative protein kinase [Arabidopsis thaliana] 


Seq. No. 


200591 


Seq. ID 


LIB3048-003-Q1-L1-G3 


Method 


BLASTX 


NCBI GI 


g3047114 


BLAST score 


361 


E value 


2.0e-34 


Match length 


79 


% identity 


81 


NCBI Description 


(AF058919) No definition line found [Arabidopsis thaliana] 


Seq. No. 


200592 


Seq. ID 


LIB3048-003-Q1-L1-G5 


Method 


BLASTX 


NCBI GI 


g483057 


BLAST score 


224 


E value 


2.0e-18 


Match length 


113 


% identity 


44 


NCBI Description 


hypothetical protein (xylB 5 1 region) - Butyrivibrio 




fibrisolvens (fragment) >gi_144165 (M55537) 0RF1 




[Butyrivibrio fibrisolvens] 


Seq. No. 


200593 


Seq. ID 


LIB3048-003-Q1-L1-G6 


Method 


BLASTX 


NCBI GI 


gl009232 


BLAST score 


199 


E value 


2.0e-15 


Match length 


72 


% identity 


60 


NCBI Description 


(L38828) EF-l-alpha-related GTP-binding protein [Nicotiana 




tabacum] 


Seq. No. 


200594 


Seq. ID 


LIB3048-003-Q1-L1-G9 


Method 


BLASTX 


NCBI GI 


g2230757 


BLAST score 


290 


E value 


3.0e-26 


Match length 


116 


% identity 


56 


NCBI Description 


(Y11969) dnaJ-like protein [Arabidopsis thaliana] 


Seq. No. 


200595 


Seq. ID 


LIB3048-003-Q1-L1-H1 


Method 


BLASTX 


NCBI GI 


gl708236 


BLAST score 


457 


E value 


1.0e-45 


Match length 


98 


% identity 


91 


NCBI Description 


HYDROXYMETHYLGLUTARYL-COA SYNTHASE (HMG-COA SYNTHASE) 




(3-HYDROXY-3-METHYLGLUTARYL COENZYME A SYNTHASE) 



>gi_2129617_pir JC4567 hydroxymethylglutaryl-CoA synthase 

(EC 4.1.3.5) - Arabidopsis thaliana 

27173 



>gi_1143390_emb_CAA58763_ (X83882) 

hydroxymethylglutaryl-CoA synthase [Arabidopsis thaliana] 

>gi_1586548_prf 2204245A hydroxy methylglutaryl CoA 

synthase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200596 

LIB3048-003-Q1-L1-H10 

BLASTX 

gll9354 

464 

1.0e-46 

103 
87 

ENOLASE ( 2 - PHOS PHOGLYCERAT E DEHYDRATASE) 

(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) >gi_82082_pir JQ1185 

phosphopyruvate hydratase (EC 4.2.1.11) - tomato 
>gi_19281_emb_CAA41115_ (X58108) enolase [Lycopersicon 
esculentum] 



Seq. No. 


200597 


Seq. ID 


LIB3048- 


Method 


BLASTX 


NCBI GI 


gll29145 


BLAST score 


586 


E value 


7.0e-61 


Match length 


126 


% identity 


89 


NCBI Description 


(X75329) 


Seq. No. 


200598 


Seq. ID 


LIB3048- 


Method 


BLASTX 


NCBI GI 


gl399275 


BLAST score 


564 


E value 


3.0e-58 


Match length 


130 


% identity 


83 


NCBI Description 


(U31835) 



-H2 



[Arabidopsis thaliana] >gi_2623752 (AC002329) CDPK6 
(calmodulin-domain protein kinase isoform 6) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200599 

LIB3048-003-Q1-L1-H3 

BLASTX 

gll07526 

461 

4.0e-46 

114 

75 

(X87931) SIEP1L protein [Beta vulgaris] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



200600 

LIB3048-003-Q1-L1-H6 

BLASTX 

g2738949 

586 



27174 



E value 


8.0e-61 




no 


% identity 


Q9 

yz 


Nubi Description 


^nJ: U^iZl J / LUaUXJ-O aoOUiJJaLc pel UAxuaoc 




Ctli.Cli.lClO OCL J 


beq. WO, 


iUU DU 1 




T,TR^n4 8-003-Ol-Ll-H9 

u jl jd j vj t u uy j \z -L ui ii-/ 




RT.A9TX 


NCBI GI 


g3158376 


BLAST score 


274 


E value 


z . ue z*t 


Match length 


xu y 


% identity 


c.9 

oz 


inujdx uescripiion 


\nf Ujj JO Jj U.I1 Tvl lUvvil |_rai. d.UJ.kJ.W]^ o J_ o L-iid-L J-a.nci 


oeq. wo. 


Z UU DUZ 


C Arr Tf) 


LIB3048-004-O1-L1-A10 


L w lG LUULl 


RT.A^TX 


JNUdI bl 


y i. OJ I 3 i *± 


r3Li/ioi score 




E value 


1.0e-45 


Match length 


102 


% identity 


Q O 


NCBI Description 


/VQ^Q \ *->r*i H /"\— Vn£s+- o — 1 ^-nl nrianaaa f Prnnnc 
^Ai?Do0 J j 6I1UO Dcla 1, 4 yiUCdlldbc [ *~ UHUO 




>gi loo / joU eiUD briH-DODUU lAyooODj enuo J 




[Prunus persica] 


Seq. No. 


Z UU Oil j 


beq. id 


T TR^OAfl-OOd— Ol -T.1 — A1 1 


Method 




NCBI bl 


gi DO / J I 4 


BLAST score 


1/17 

14 / 


E value 


2.0e-09 


Match length 


93 


% identity 


JO 


WLbi Description 


/ V Q £T Q IX *3 ^ ovn/J^. V> a +- -3 — 1 ["Dvnnnc 

lAyOOJj j enuO Dctd 1/ fl yiUCallaSc [ ir jl UllUo 








T D rnni ic nflT*ci ral 
LiTLLiiiU.o ptrl. O-Lv-d J 


beq. ino. 


ZUUOU4 


q P rr TO 


LIB3048-004-O1-L1-A12 


Method 


BLASTN 


NCBI GI 


g2829205 


BLAST score 


124 


E value 


3.0e-63 


Match length 


387 



-glucanase 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



21 

Gossypium hirsutum cultivar Siokra 1- 
precursor (PRP) mRNA, complete cds 

200605 

LIB3048-004-Q1-L1-A9 

BLASTX 

g3924597 

192 

1.0e-14 



-2 proline-rich protein 



27175 



Match length 102 

% identity 38 , , 

NCBI Description (AF069442) putative oxidoreductase [Arabidopsis thaliana J 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200606 

LIB3048-004-Q1-L1-B10 

BLASTX 

g4335752 

226 

1.0e-18 

115 
43 

(AC006284) putative myb transcription factor-like protein 
[Arabidopsis thaliana] 

200607 

LIB3048-004-Q1-L1-B11 

BLASTX 

g224321 

329 

4.0e-31 

81 

33 

ubiquitin precursor [Saccharomyces cerevisiae] 
200608 

LIB3048-004-Q1-L1-B9 

BLASTX 

g2895866 

190 

2.0e-14 

73 

55 

(AF045770) methylmalonate semi -aldehyde dehydrogenase 
[Oryza sativa] 



Seq. No. 


200609 


Seq. ID 


LIB3048-004- 


Method 


BLASTX 


NCBI GI 


g2979555 


BLAST score 


255 


E value 


4.0e-22 


Match length 


108 


% identity 


52 


NCBI Description 


(AC003680) 


Seq. No. 


200610 


Seq. ID 


LIB3048-004 


Method 


BLASTX 


NCBI GI 


g3892712 


BLAST score 


559 


E value 


1.0e-57 


Match length 


130 


% identity 


83 


NCBI Description 


(AL033545) 



like protein [Arabidopsis thaliana] 



27176 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200611 

LIB3048-004-Q1-L1-D10 

BLASTX 

gl32939 

502 

5.0e-51 

115 

81 

60S RIBOSOMAL PROTEIN L3 >gi_81657_pir JQ0771 ribosomal 

protein L3 (ARP1) - Arabidopsis thaliana >gi_166858 
(M32654) ribosomal protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200612 

LIB3048-004-Q1-L1-D9 

BLASTN 

g556421 

43 

6.0e-15 

55 . 
95 

Stylosanthes humilis cinnamyl alcohol dehydrogenase (CADI) 
mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200613 

LIB3048-004-Q1-L1-E10 

BLASTX 

g3024756 

206 

3.0e»16 

124 

35 

TYPE II DNA TOPOISOMERASE VI SUBUNIT B 
>gi_1926403_emb_CAA71604_ (Y10582) type II DNA 
topoisomerase subunit B [Sulfolobus shibatae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200614 

LIB3048-004-Q1-L1-E12 

BLASTX 

g2462746 

502 

6.0e-51 
116 
80 

(AC002292) 
thaliana] 



Similar to ATP-citrate-lyase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200615 

LIB3048-004-Q1-L1-F10 

BLASTX 

g3892712 

545 

4.0e-56 

126 

83 

(AL033545) adenine phosphoribosyltransf erase 
like protein [Arabidopsis thaliana] 



{EC 2.4.2.7) 



27177 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200616 

LIB3048-004-Q1-L1-F12 

BLASTX 

gll68536 

517 

9.0e-53 

129 

74 

PHYTEPSIN PRECURSOR (ASPARTIC PROTEINASE) 

>gi 100567 pir S19697 aspartic proteinase (EC 3.4.23, 

precursor - barley >gi_18904_emb_CAA39602_ (X56136) 
aspartic proteinase [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200617 

LIB3048-004-Q1-L1-G10 

BLASTX 

g3329294 

142 

8.0e-09 

115 

30 

(AE001355) Zinc Metalloprotease 
[Chlamydia trachomatis] 



(insulinase family) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200618 

LIB3048-004-Q1-L1-G11 

BLASTX 

g2791278 

259 

2.0e-22 

118 

39 

(Z69257) beta-xylosidase [Hypocrea jecorina] 
200619 

LIB3048-004-Q1-L1-H11 

BLASTX 

g629602 

602 

1.0e-62 

126 

88 

probable imbibition protein - wild cabbage 
>gi_488787_emb_CAA55893_ (X79330) putative imbibition 
protein [Brassica oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200620 

LIB3048-004-Q1-L1-H9 

BLASTX 

g3687235 

306 

4.0e-28 

118 

62 

(AC005169) putative copia-like transposable element 
[Arabidopsis thaliana] 



27178 








Sea ID 


LIB3048-005-O1-L1-A1 


Method 


BLASTX 


NCBI GI 


g3047114 


BLAST score 


237 


T* 1 T7^s 1 n o 
J_i ValUti 


9 Oe-90 


Maf-pK "I on pff™ h 
L v ia. U Oil xfcUly Uli 


ft 0 
o u 


^ idcuticy 






(IXPORftQI Q ^ Mo Hea "F H n "5 f i on 1 i no f oi inH r 7A r*a rlom qi g f ha 1 n ana 
irii u ^/O z> x ,7 y rsivj uciiiiitivii line xullliu |_jrii. cLiJ-LLiUjU olo Ullci llaila 


OcCJ . NO • 


900699 


Spa TO 


LIB3048-00S-O1 -T.1 -A1 9 








0:9^07499 


BLAST scorp 


318 


R V3 1 IIP 


2 Oe-29 


Match length 


98 


% identity 


83 




U X o ini nlUlNxNJii oHlYIIYLH. O I IN 1 ilfib 1-j xKJIj^UKoUK ^OVjO ) 




^VJ oULLllN IxjnUiYlwoJljiAXLNjli v iilUxj / Li liioll* } -^gi j^yoZOX ^Hr UJI7ZU1 




cystathionine gantiria— synthase precursor [Arabidopsis 




thai H anal 


oeq, wo* 






T TR^OAP— 00R— ni — T 1 — a R 




DlinO 1 A. 


MPT3T PT 


gix / UU^O 


Dixfib i score 


4 0 0 


E value 






1 09 


% identity 


92 


NCBI Description 


GLUTAMATE-1-SEMIALDEHYDE 2, 1-AMINOMUTASE 1 PRECURSOR (GSA 




1 ^ /PT rTPTYMflfPTT — 1 — QFMTTiT HFUVni? MAT 1 D TiKTQ TTTOTl C IT 1 ^ f P C 71 _ 7\ T ' 

1J \oijU liiTltilJli 1 orjiyil/iliUrinl UJi i^yilNUl J^i^JNor iiK«.oJlj 1J IboH HI 








gxuLaiuace i semiaiaenyae z 7 x — aiuinoiuur_ase [iiraDiQopsis 




thai H anal 


oeq. NO. 




c pn Tn 

OC^ • XLf 


T TR^04fi — 00R-H1 — T 1 — A£ 




OxxriO X A 


NCR!" fiT 


rr99R1 1 1 R 


BLAST score 


353 


E value 


3.0e-36 




Q7 


o _nj.c;ii (_-L i_y 


P4 


nujdi uescripuion 


(ALUUZooU; putative cuiim-iiice l protein LAraJoiaopsis 




thaliana] 


beg. NO. 


onn cor 


beg. iu 






DT 7ACTY 
JDxjiriO X A. 


NCBI GI 


al617270 


BLAST score 


4 93 


E value 


2.0e-55 


Match length 


132 


% identity 


78 


NCBI Description 


(X94624) acyl-CoA synthetase [Brassica napus] 



27179 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200626 

LIB3048-005-Q1-L1-B12 

BLASTX 

gl617270 

158 

1.0e-10 

120 

38 

(X94624) acyl-CoA synthetase [Brassica napus] 
200627 

LIB3048-005-Q1-L1-B3 

BLASTX 

g529353 

223 

3.0e-18 

109 

49 

(U12757) diphenol oxidase [Acer pseudoplatanus] 
200628 

LIB3048-005-Q1-L1-B4 

BLASTX 

g2129851 

190 

2.0e-14 

52 

69 

tRNA adenylyltransf erase (EC 2.7.7.25) - white lupine 
>gi_1139585 (U15930) tRNA nucleotidyltransferase [Lupinus 
albus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200629 

LIB3048-005-Q1-L1-B6 

BLASTX 

g4204295 

187 

5.0e-14 

107 

42 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200630 

LIB3048-005-Q1-L1-B7 

BLASTX 

g3834314 

243 

3.0e-36 

117 

72 

(AC005679) Similar to gene piOlO glycosyltransferase 
gi_2257490 from S. pombe clone 1750 gb_AB004534. ESTs 
gb_T46079 and gb_AA394466 come from this gene. [Arabidopsis 
thaliana] 



27180 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200631 

LIB3048-005-Q1-L1-C11 

BLASTX 

gl709498 

528 

5.0e-54 

116 

82 

OSMOTIN-LIKE PROTEIN OSM34 PRECURSOR 

>gi_1362001_pir S57524 osmotin precursor ■ 

thaliana >gi_887390_emb_CAA61411_ (X89008) 
[Arabidopsis thaliana] 



■ Arabidopsis 
osmotin 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200632 

LIB3048-005-Q1-L1-C12 

BLASTX 

g3152576 

409 

4.0e-40 

132 

61 

(AC002986) Similar to liver-specific transport protein 
gb_L27651 from Rattus norviegicus. [Arabidopsis thaliana] 

200633 

LIB3048-005-Q1-L1-C2 

BLASTX 

g2642158 

259 

2.0e-22 

128 

51 

(AC003000) hypothetical protein [Arabidopsis thaliana] 
200634 

LIB3048-005-Q1-L1-C7 

BLASTX 

g2760837 

225 

2.0e-18 

109 

37 

(AC003105) putative cytochrome P450 [Arabidopsis thaliana] 
200635 

LIB3048-005-Q1-L1-C8 

BLASTX 

g2911052 

562 

5.0e-58 

132 

80 

(AL021961) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



200636 

LIB3048-005-Q1-L1-D11 
BLASTX 



27181 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4510406 
381 

8.0e-37 

114 

65 

(AC006587) 



putative protein kinase [Arabidopsis thaliana] 



200637 

LIB3048-005-Q1-L1-D12 

BLASTX 

gl076668 

555 

3.0e-57 

130 

79 

NADH dehydrogenase (EC 1. 
>gi_6 3983 4_emb_CAA5 8 8 2 3_ 
[Solanum tuberosum] 



6.99.3) - potato 

(X83999) NADH dehydrogenase 



200638 

LIB3048-005-Q1-L1-D3 

BLASTX 

gl20667 

361 

2.0e-34 

103 

69 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_81622_pir JQ1287 glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12), cytosolic - Arabidopsis 
thaliana >gi_166706 (M64116) cystolic 
glyceraldehyde-3-phosphate dehydrogenase [Arabidopsis 
thaliana] >gi_166710 (M64119) glyceraldehyde-3-phosphate 
dehydrogenase [Arabidopsis thaliana] 

200639 

LIB3048-005-Q1-L1-D4 

BLASTX 

g3047082 

438 

2.0e-43 
124 
67 

(AF058914) 
precursor 



similar to Vigna radiata pectinacetylesterase 
(GB:X99348) [Arabidopsis thaliana] 



200640 

LIB3048-005-Q1-L1-D5 

BLASTX 

g3249105 

375 

3.0e-36 
109 
65 

(AC003114) 
(ABI1) gb 



Contains similarity to protein phosphatase 2C 
X78886 from A. thaliana. [Arabidopsis thaliana] 



27182 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200641 

LIB3048-005-Q1-L1-D6 

BLASTX 

g483057 

189 

2.0e-14 

106 
40 

hypothetical protein (xylB 5' region) - Butyrivibrio 
fibrisolvens (fragment) >gi_144165 (M55537) ORF1 
[Butyrivibrio fibrisolvens] 

200642 

LIB3048-005-Q1-L1-D8 

BLASTX 

gl361983 

481 

2.0e-48 

131 

74 

ARP protein - Arabidopsis thaliana >gi_886434_emb__CAA89858_ 
(Z49776) ARP protein [Arabidopsis thaliana] 

200643 

LIB3048-005-Q1-L1-E11 

BLASTX 

g2130149 

615 

3.0e-64 

129 

91 

translation elongation factor eEF-1 alpha chain - maize 
(fragment) 

200644 

LIB3048-005-Q1-L1-E12 

BLASTX 

gl345979 

257 

3.0e-22 

116 

47 

OMEGA- 6 FATTY ACID DE5ATURASE, CHLOROPLAST PRECURSOR 
>gi_459962 (L29215) plastid omega-6 desaturase [Glycine 
max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200645 

LIB3048-005-Q1-L1-E2 

BLASTX 

g3915037 

593 

1.0e-61 

135 
85 

SUCROSE SYNTHASE 2 (SUCROSE-UDP GLUCO SYLT RAN SFE RASE 2) 
>gi_2570067_emb_CAA04512_ (AJ001071) second sucrose 
synthase [Pisum sativum] 



27183 



# 



OC^i IN \J • 


200646 




LIB3048-005-O1-L1-E6 


t it? LIlULi 


RT.ASTX 


NCBI GI 


g4262162 


BLAST score 


388 


Jii VaiUc 


J. • UC J / 


i v ia.i,cn xenyLii 


117 


% identity 




IN\_/D J. UC&UlipL.lUll 






+■ Vi a 1 t anal 


o e tj * IN Q • 


?00647 

C~ \J \J \}*± 1 




t TR^nAP-on^-rii -t.i -F7 


Method 


BLASTX 


NCBI GI 


gl546696 


oJj/ioi score 


1 P7 
xo / 


TP TT-l ~l 11 


X * Uc X f± 


ixiaT-cn xeny x-n 


J 0 


■s xu.eijxxi_y 


fil 

0 X 


'NTf^'D T" "Pi /^i o o v* n t^"§~ i 
LNU.DX JJeSCJ- ip LXUI1 




Q /-v /-v VTy-\ 
OctJ ■ J.NO • 


^. U v O 






Mot" Vi 


RT.A^TX 


NCBI GI 


g4406818 


BLAST score 


427 


E value 


3.0e-42 


Match length 


101 


% identity 


73 


NCBI Description 


(AC006201) putative 



putative glycosylation enzyme [Arabidopsis 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200649 

LIB3048-005-Q1-L1-E9 

BLASTX 

g4519507 

612 

7.0e-64 

129 

89 

(D88434) protein abundantly expressed during apple fruit 
development [Malus domestica] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200650 

LIB3048-005-Q1-L1-F10 

BLASTX 

g872116 

597 

4.0e-62 

134 

39 

(X79770) sti (stress inducible protein) 



[Glycine max] 



Seq. No. 
Seq. ID 
Method 



200651 

LIB3048-005-Q1-L1-F2 
BLASTX 



27184 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3335351 
379 

9.0e-37 

92 

9 

(AC004512) Similar to ERECTA receptor protein kinase 
gb_D83257 from A. thaliana. ESTs gb_T41629 and gb_AA586072 
come from this gene. [Arabidopsis thaliana] 



• 1NO • 




q orf Tn 
Oc^t 1U 






BLASTX 


NCBT GI 

L\ 1—f ± V-* X 


al407705 


BLAST score 


387 


E value 


1.0e-37 


\K 4~ V"\ 1 es t\ rT"f" Vi 

rldLUl XcIiyHl 


J_ i 


% identity 




JMCbi Description 


(Uouzuzj lipoxygenase Looianuiu tuDerosumj 


beq. wo. 




beg. id 


lilr>JU4 o-UUj- yi— lil— r O 


netnoa 




NCbl bl 


g44ooU4o 


rsiiAbi score 


"3 Q9 

0 yz 


E value 


4.0e-38 


Match length 


123 


% identity 


bZ 


NCBI Description 


(DZoo/oj jjna— Dinaing protein [uaucus caronaj 


beq. wo. 


o n n c r /i 


beq. ID 


LlboU4 o-UUO - yi-Jjl— r / 


Method 


BLAblA 




rrl 1 All Q£ 


rsiiAbi score 


04 4 


E value 


6.0e-56 


Match length 


127 


% identity 


Q R 
OJ 


NCBI Description 


(D45384) vacuolar H-i — pyrophosphatase [Oryza sativa] 




>gi 3z9847o ao] BAA31oz4_ (ABUlz/oo) ovpz L^yza sat 


Seq. No. 


ZUUDDD 


Seq. ID 


LIB3U4o-L)Uo-Ql-Ll-Fo 






NCBI GI 


g2244792 


BLAST score 


508 


E value 


1.0e-51 


Match length 


124 


% identity 


72 


NCBI Description 


(Z 97 33 6) ankyrin homolog [Arabidopsis thaliana] 


Seq. No. 


200656 


Seq. ID 


LIB3048-005-Q1-L1-F9 


Method 


BLASTX 


NCBI GI 


g3608155 


BLAST score 


305 


E value 


7.0e-28 


Match length 


133 



27185 



% identity 4 6 t t . 

NCBI Description (AC005314) putative RNA helicase [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200657 

LIB3048-005-Q1-L1-G1 

BLASTX 

g3935168 

300 

2.0e-27 

72 
82 

(AC004557) F17L21.11 [Arabidopsis thaliana] 
200658 

LIB3048-005-Q1-L1-G10 

BLASTX 

g3334147 

363 

2.0e-67 

136 

90 

ENDOCHI TINAS E 1 PRECURSOR >gi_14 69788 (U60197! 
chitinase [Gossypium hirsutum] 



class I 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200659 

LIB3048-005-Q1-L1-G12 

BLASTX 

g2146797 

578 

7.0e-60 

134 

80 

protein disulf ide-isomerase (EC 5.3.4.1) - Castor bean 
>gi 1134968 (U41385) protein disulphide isomerase PDI 
[Ricinus communis] >gi_1587210_prf^2206331A protein 
disulfide isomerase [Ricinus communis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200660 

LIB3048-005-Q1-L1-G3 

BLASTX 

gl350986 

249 

8.0e-25 

113 

56 

40S RIBOSOMAL PROTEIN S3A (CYC07 PROTEIN) 

>gi 483431 dbj_BAA05059_ (D26060) cyc07 [Oryza sativa] 



Seq. No. 


200661 


Seq. ID 


LIB3048-005 


Method 


BLASTX 


NCBI GI 


g3882211 


BLAST score 


363 


E value 


1.0e-34 


Match length 


134 


% identity 


55 


NCBI Description 


(AB018288) 



27186 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200662 

LIB3048-005-Q1-L1-H10 

BLASTX 

g4432859 

205 

3.0e-16 

126 

44 

(AC006300) unknown protein [Arabidopsis thaliana] 
200663 

LIB3048-005-Q1-L1-H11 

BLASTX 

g2317729 

408 

5.0e-40 

92 

85 

(AF013627) reversibly glycosylated polypeptide-1 
[Arabidopsis thaliana] 

200664 

LIB3048-005-Q1-L1-H5 

BLASTX 

g2760347 

616 

2.0e-64 

124 

18 

(U84968) ubiquitin [Arabidopsis thaliana] 
200665 

LIB3048-005-Q1-L1-H6 

BLASTX 

g3044212 

420 

1.0e-41 

87 

90 

(AF057043) acyl-CoA oxidase [Arabidopsis thaliana] 
200666 

LIB3048-005-Q1-L1-H7 

BLASTX 

gll3742 

283 

3.0e-25 

133 

44 

AMI NOPE PT I DAS E N (ALPHA-AMINOACYLPEPTIDE HYDROLASE) 
>gi_147142 (M15273) peptidase N [Escherichia coli] 
>gi_147144 (M15676) aminopeptidase N [Escherichia coli] 
>gi_1787163 (AE000195) aminopeptidase N [Escherichia coli] 
>gi_40624 98_dbj_BAA35684_ (D90731) Aminopeptidase n (EC 
3.4.11.2) (alpha-aminoacylpeptide hydrolase). [Escherichia 
coli] 



27187 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

.% identity 

NCBI Description 



200667 

LIB3048-006-Q1-L1-A1 

BLASTX 

g2980770 

354 

9.0e-34 

80 
81 

(AL022198) putative protein kinase [Arabidopsis thaliana] 
200668 

LIB3048-006-Q1-L1-A12 

BLASTX 

g2244759 

458 

6.0e-46 

116 

69 

(Z97335) selenium-binding protein [Arabidopsis thaliana] 
200669 

LIB3048-006-Q1-L1-A2 

BLASTX 

g3122914 

542 

1.0e-55 

125 

79 

VALYL-TRNA SYNTHETASE (VALINE — TRNA LIGASE) (VALRS) 
>gi_1890130 (U89986) valyl tRNA synthetase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200670 

LIB3048-006-Q1-L1-A3 

BLASTX 

gl346387 

620 

9.0e-65 

134 

89 

KNOTTED-LIKE HOMEOBOX PROTEIN 3 
(X92392) KNAT3 homeobox protein 



>gi_l 0 4 5 0 4 2_emb_CAA63 13 0_ 
[Arabidopsis thaliana] 



>gi_4063731 (AC006259) KNAT3 homeodomain protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200671 

LIB3048-006-Q1-L1-A6 

BLASTX 

gl061420 

426 

3.0e-42 

93 

86 

(U38965) p-type H+-ATPase 



[Vicia faba] 



Seq. No. 



200672 



27188 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3048-006-Q1-L1-A7 

BLASTX 

g464846 

379 

1.0e-36 

76 

91 

TUBULIN ALPHA- 6 CHAIN >gi_322880_pir S28983 tubulin 

alpha-6 chain - maize >gi_22158_emb_CAA44863_ (X63178) 
alpha-tubulin #6 [Zea mays] 



C a a "Kfr\ 

oeq. no • 




Qorr T H 




XYte LilOU. 


PIT A^TY 

DltfiO J- A. 


NUhJl bl 


g4 iuu izo 


BLAST score 


220 


E value 


5.0e-18 


Karen xengrn 


1 1 c 
110 


% identity 


A 1 
*i 1 


NCBI Description 


^uy4J4/j elongation racuor rjt— laipna LfyroDacu-Luiu 




asropniiunij 


Seq. No. 


zUUo /4 


beq. iu 


t TTa^nA fl— nn ^— ni — t i —pi 

Jj1DjU4c5 UUD yi bl Di 


Method 


DliAo 1 A 


NCBI GI 


g3334320 


BLAST score 


591 


E value 


z . ue 01 


Tiff — 4_ 1 — — 

Match lengtn 


tic; 
llo 


% identity 




iNuoX uescription 






ribosome-associated protein p40 [Glycine max] 


Seq. No. 


ZUUo /O 


beq. iu 


J_ilr5oU4l 0 — UUd - Ul lil - d4 


Method 


"DT 7\ nrpv 

BLASTX 


NCBI GI 


g2102691 


BLAST score 


179 


E value 


0 . ue — 1j 


Match length 


0 0 


% identity 


47 


NCBI Description 


(U64817) fructokinase [Lycopersicon esculentum] 


Seq. No. 


200676 


Seq. ID 


LIB3048-006-Q1-L1-B5 


Method 


BLASTX 


NCBI GI 


g2851455 


BLAST score 


248 


E value 


1.0e-21 


Match length 


71 


% identity 


70 


NCBI Description 


DYNAMIN-LIKE PROTEIN >gi_2267213 (L36939) dynamin-li 




binding protein [Arabidopsis thaliana] 


Seq. No. 


200677 


Seq. ID 


LIB3048-006-Q1-L1-B7 


Method 


BLASTX 



27189 



NCBI GI 


al658193 


BLAST score 


175 


E value 


3.0e-13 


M^ir*?! 1 pnnth 

Lid Lull .LCtiyL.il 


69 


§: "i HpttI" l i~ 

O lUCllLlLy 


54 


ViKsGX DcOL-lipLlUll 


^ u / 4ji?y 




bicolor 1 


O C \^ ■ LNW • 


900678 


Seq. ID 


LIB3048- 


Method 


BLASTX 


NCBI GI 


g3142303 


BLAST score 


252 


E value 


1.0e-21 


Match length 


108 


% identity 


45 



obtusifoliol 14 -alpha demethylase CYP51 [Sorghum 



006-Q1-L1-B8 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC002411) Strong similarity to MRP-like ABC transporter 
gb_U92650 from A. thaliana and canalicular multi-drug 
resistance protein gb_L4937 9 from Rattus norvegicus. 
[Arabidopsis thaliana] 

200679 

LIB3048-006-Q1-L1-B9 

BLASTX 

gl856971 

473 

1.0e-47 

103 

87 

(D26058) This gene is specifically expressed at the S phase 
during the cell cycle in the synchronous culture of 
periwinkle cells. [Catharanthus roseus] 

200680 

LIB3048-006-Q1-L1-C1 

BLASTX 

g232024 

186 

3.0e-14 

79 

53 

PROTEIN E6 >gi_421806_pir A46130 fiber protein - upland 

cotton >gi_21294 98__pir S65061 fiber protein E6 (clone 

CKE6-1A) - upland cotton >gi_167323 (M92051) 5 T start site 
is putative; putative [Gossypium hirsutum] >gi_1000084 
(U30505) E6 [Gossypium hirsutum] 

200681 

LIB3048-006-Q1-L1-C4 

BLASTX 

gl346180 

385 

3.0e-37 

89 

83 

GLYCINE-RICH RNA- BINDING PROTEIN GRP1A >gi_4 96233 (L31374) 
homology with RNA-binding proteins in meristematic tissue 



27190 



[Sinapis alba] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200682 

LIB3048-006-Q1-L1-C8 

BLASTX 

gl709804 

446 

2.0e-44 

118 

72 

26S PROTEASE REGULATORY SUBUNIT S10B (P44) (CONSERVED 
AT PAS E DOMAIN PROTEIN 44) >gi_1045497 (U36395) conserved 
ATPase domain protein 44 [Spermophilus tridecemlineatus] 
>gi_2213932 (AF006305) 26S proteasome regulatory subunit 
[Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200683 

LIB3048-006-Q1-L1-D1 

BLASTX 

g2642158 

465 

1.0e-46 

129 

70 

(AC003000) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200684 

LIB3048-006-Q1-L1-D3 

BLASTX 

g4335751 

403 

2.0e-39 
114 
61 

(AC006284] 
thaliana] 



putative methyltransf erase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200685 

LIB3048-006-Q1-L1-D5 

BLASTX 

g3402693 

158 

1.0e-10 

88 
44 

(AC004 697) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200686 

LIB3048-006-Q1-L1-D6 

BLASTX 

g549010 

300 

2.0e-27 

103 
65 

EUKARYOTIC PEPTIDE CHAIN RELEASE FACTOR SUBUNIT 1 (ERF1) 
(OMNIPOTENT SUPPRESSOR PROTEIN 1 HOMOLOG) (SUP1 HOMOLOG) 



27191 




>gi_322554_pir S31328 omnipotent suppressor protein SUP1 

homolog (clone G18) - Arabidopsis thaliana 
>gi_16514_emb_CAA49172_ (X69375) similar to yeast 
omnipotent suppressor protein SUP1 (SUP45) [Arabidopsis 
thaliana] >gi_1402882_emb__CAA66813_ (X98130) eukaryotic 
early release factor subunit 1-like protein [Arabidopsis 
thaliana] >gi_1495249_emb_CAA66118_ (X97486) eRFl-3 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200687 

LIB3048-006-Q1-L1-D7 

BLASTX 

gll55261 

227 

6.0e-19 

91 
56 

(U40217) eukaryotic release factor 1 homolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200688 

LIB3048-006-Q1-L1-D8 

BLASTX 

gl856971 

511 

5.0e-52 

109 

89 

(D26058) This gene is specifically expressed at the S phase 
during the cell cycle in the synchronous culture of 
periwinkle cells. [Catharanthus roseus] 

200689 

LIB3048-006-Q1-L1-D9 

BLASTX 

gl407705 

593 

1.0e-61 

130 

84 

(U60202) lipoxygenase [Solanum tuberosum] 
200690 

LIB3048-006-Q1-L1-E1 

BLASTX 

g2281115 

618 

1.0e-64 

131 
89 

(AC002330) putative cullin-like 1 protein [Arabidopsis 
thaliana] 



Seq. No. 200691 

Seq. ID LIB3048-006-Q1-L1-E12 

Method BLASTX 

NCBI GI g2088647 



27192 
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BLAST score 
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E value 
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nauuii icily 


71 

/ X 


15 XCIcIlt. JL L y 


jj 


JNUJ->i Description 


^HxjUJO/u_7y pnospuoenoipyi uva uc 0ctx_ju.Ayjs.x_-ci.ot5 \jr\±r) 




UJ.ULCXU L -tiX CLXJ X O X O L.1 id X X CL1 1CL J 


Seq. No. 


200696 


Seq. ID 


LIB3048-006-Q1-L1-E7 


Method 


BLASTX 


NCBI GI 


gl407705 


BLAST score 


232 



27193 



TP T7 3 1 no 


2 Oe-19 


i v iat.cn leng Ln 


D 1 


-i w*\ 4" T +»TT 




IMk^Di. UCOuJ — Ir U. X 1 


(U60202) lipoxygenase [Solanum tuberosum] 


o e g * in o . 


t. U V U J / 




LIB3048-006-O1-L1-E8 


lit; uiivjij. 


BLASTX 


NCBI GI 


g3367591 


BLAST score 


259 


£j VdlUc 


1 Dp-?? 


IXicltLJl Xcliy LI1 


1 01 








fALfnil^S} Dutative orotein TArabidoosis thalianal 


• INU . 




* 1U 
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RT.ASTX 


NCBI GI 


g4468986 


BLAST score 
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IT XT 5 1 110 

i value 




IYla.t.Cil lenytXl 


fin 


% identity 


^ o 




( AT.O^SnTJS ) rmtativp nrotein TArabidoosis thalianal 


beg. no. 




beg. iu 


LlDJU'iO UUO yi 111 til 






NCBI GI 


g3108075 


BLAST score 


156 


Cj value 


J. • Uc 1U 


Match length 




% identity 
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beq. LNO. 






LIB3048-006-O1-L1-F12 


L v ie uiiou. 




MfDT (IT 


gl3192 


BLAST score 


150 


E value 


6.0e-79 


Match length 




% identity 


Q9 


jnudi uescnprion 
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ZUU / u 1 


oeq. iu 








LNv>OX O -L 


al589913 


BLAST score 


163 


E value 


8.0e-12 


Match length 


60 


% identity 


57 


NCBI Description 


(U69694) ATP-sulfurylase precursor [Brassica oleracea] 



Seq. No. 200702 



27194 



Sea ID 


LIB3048-006-O1-L1-F6 


Method 


BLASTX 


NPRT GT 

XJ X. \-J J- 


all55261 

J- J_ W w» jL* V X 


BLAST score 


356 


E value 


8.0e-34 


Matoh 1 pnafh 


99 




73 








t" ha 1 "i ana 1 




U VJ / \J _J 


Seq. ID 


LIB3048-006-O1-L1-F7 


Method 


BLASTX 


NCBI GI 


g3402693 


BLAST score 


157 


P. tra 1 no 
£j v aiuc 


1 0^-10 






£- -! Hon "hi ~\~\r 

X> XvJ.cJl±l — l 


44 


NCBI Description 


(AC004 697) unknown protein [Arabidopsis thai 




900704 




T,TR?04R-00fi-ni -T.I -r;i 


iiC L1IUU. 


xjxxrio X /v 


NCBI GI 


g3935168 


BLAST score 


370 


Hj value 




Ma Vi 1 onrrfh 
rua. Lou. xeiiy cii 


1 *37 




fiO 




\r\\^\J \J *± ^} if £ X / XJ<£-X • J. X |_ 2T.X aJJlLlUJJo X O UllGl XX Cilia. J 




90070R 




T.TR^048-00fi-O1 —T.I -HI 0 




BLASTX 

XJXXtAkJ X /V 


NCBI GI 


g2499819 


BLAST score 


353 


E value 


1.0e-33 


Match length 


97 


% identity 


68 


NCBI Description 


ASPARTIC PROTEINASE 0RYZASIN 1 PRECURSOR 



[Arabidopsis 



>gi_2130068_pir S 6651 6 aspartic proteinase 1 precursor - 

rice >gi_1030715_dbj_BAA06876_ (D32165) aspartic protease 
[Oryza sativa] >gi_1711289_dbj_BAA06875_ (D32144) aspartic 
protease [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200706 

LIB3048-006-Q1-L1-G12 

BLASTX 

g2463509 

545 

5.0e-56 

132 

76 

(Y09541) pectate lyase [Zinnia elegans] 



Seq. No. 
Seq. ID 
Method 



200707 

LIB3048-006-Q1-L1-G2 
BLASTX 



27195 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2369714 
455 

1.0e-45 

101 

82 

(Z97178) 



elongation factor 2 [Beta vulgaris] 



200708 

LIB3048-006-Q1-L1-G5 

BLASTX 

g3184082 

195 

4.0e-15 

91 

44 

(AL023781) N-terminal acetyltransf erase 1 
[Schizosaccharomyces pombe] 

200709 

LIB3048-006-Q1-L1-G7 

BLASTX 

g2462762 

404 

2.0e-39 

102 

74 

(AC002292) Highly similar to auxin- induced protein 
(aldo/keto reductase family) [Arabidopsis thaliana] 

200710 

LIB3048-006-Q1-L1-G8 

BLASTX 

g2833386 

150 

1.0e-09 

91 

44 

RIBULOSE-PHOSPHATE 3-EPIMERASE PRECURSOR 
(PENTOSE-5-PHOSPHATE 3-EPIMERASE) (PPE) (RPE) (R5P3E) 

>gi_2129493_pir S62724 ribulose-phosphate 3™epimerase (EC 

5.1.3.1) precursor - spinach >gi_1162980 (L42328) 
ribulose-5-phosphate 3-epimerase [Spinacia oleracea] 
>gi_3264788 (AF070941) ribulose-phosphate 3-epimerase 

[Spinacia oleracea] >gi_1587969_prf 2207382A 

D-ribulose-5-phosphate 3-epimerase [Sorghum bicolor] 

200711 

LIB3048-006-Q1-L1-H12 

BLASTX 

g2129597 

392 

3.0e-38 

81 

91 

glutamate dehydrogenase 1 - Arabidopsis thaliana 
>gi_1098960 (U37771) . glutamate dehydrogenase 1 [Arabidopsis 
thaliana] >gi 1293095 (U53527) glutamate dehydrogenase 1 



27196 



[Arabidopsis thaliana] 



Seq. No, 


200712 


Seq. ID 


LIB3048-006-Q1-L1-H2 


Method 


BLASTX 


NCBI GI 


g3493367 


RT.AST srore 


302 


T* 1 ~\7Z* 1 np 

Hi V dl LiC 


7 . Oe-28 


Match length 


62 


% "Ldpntitv 


92 


NCBI Description 


(AB017159) citrate s 1 


Seq. No. 


200713 


Seq. ID 


LIB3048-006-Q1-L1-H3 


Method 


BLASTX 


NCBI GI 


gl363325 


BLAST score 


314 


R va 1 hp 

J_J V d J* LX v* 


5.0e-29 


Match lencrth 


108 


% identity 


60 


NCBI Description 


RNA helicase HEL117 




TRattus norveoicusl 


Seq. No. 


200714 


Seq. ID 


LIB3048-006-Q1-L1-H5 


Method 


BLASTX 


NCBI GI 


gl36640 


BLAST score 


473 


E value 


1.0e-47 


Match length 


92 


% identity 


92 



[Daucus carota] 



>gi_897915 (U25746) RNA helicase 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



UBIQUITIN-CONJUGATING ENZYME E2-17 KD (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi_170785 (M62720) 
ubiquitin carrier protein [Triticum aestivum] 

200715 

LIB3048-006-Q1-L1-H8 

BLASTX 

g3402693 

158 

1.0e-10 

88 

44 

(AC004 697) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200716 

LIB3048-006-Q1-L1-H9 

BLASTX 

g2102691 

277 

1.0e-24 

102 

57 

(U64817) fructokinase [Lycopersicon esculentum] 



Seq. No. 
Seq. ID 



200717 

LIB3048-007-Q1-L1-A1 



27197 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



BLASTX 

g282881 

193 

8.0e-15 

120 

38 

receptor-like protein kinase precursor - Arabidopsis 
thaliana >gi_166846 (M84658) receptor-like protein kinase 
[Arabidopsis thaliana] 

200718 

LIB3048-007-Q1-L1-A2 

BLASTX 

g2909781 

489 

2.0e-49 

118 

81 

(AF020288) MgATP- energized glutathione S-conjugate pump 
[Arabidopsis thaliana] 

200719 

LIB3048-007-Q1-L1-A3 

BLASTX 

g2340166 

230 

1.0e-19 

72 

69 

(AF008124) glutathione S-conjugate transporting ATPase 
[Arabidopsis thaliana] >gi_2459949 (AF008125) multidrug 

resistance-associated protein homolog [Arabidopsis 

thaliana] 

200720 

LIB3048-007-Q1-L1-A5 

BLASTX 

g2497538 

224 

2.0e-18 

70 

64 

PYRUVATE KINASE, CYTOSOLIC ISOZYME >gi_466350 (L08632) 
pyruvate kinase [Glycine max] 

200721 

LIB3048-007-Q1-L1-A6 

BLASTX 

gl778370 

546 

3.0e-56 

106 

93 

(U77678) asparagine synthetase 2 [Glycine max] 
200722 

LIB3048-007-Q1-L1-A7 



27198 



Method 


• 

BLASTX 


NCBI GI 


gl703200 


BLAST score 


549 


E value 


1.0e-56 


Match length 


115 


% identity 


92 


NCBI Description 


PROTEIN 



ASE AFC2 >gi_601789 (D16177) protein kinase 
[Arabidopsis thaliana] >gi_64 2130_dbj_BAA08214_ (D45353) 
protein kinase [Arabidopsis thaliana] 

>gi_4220516_emb_CAA22989_ (AL035356) protein kinase (AFC2) 
[Arabidopsis thaliana] 



<J <3- ^ • L\ \J • 


200723 


Seq. ID 


LIB3048-007-Q1-L1-A9 


Method 


BLASTX 


NCBI GI 


al076511 


BLAST score 


528 


E value 


4.0e-54 


L1C1. U Oil 1C11U 111 


114 


1j XUCilLX i_y 


ftp 

o o 




n~ Lianopui. i_ xny ri j. irctoc \ Hj\rf -j • u . x • _>*j j 




>ai 758250 emb CAA59799 (X85804) H( + )- 






uClji IN \J « 


900724 




T.TR^04ft-007-O1 -T.I -R1 


Method 


BLASTX 


NCBI GI 


gll69782 


DT ACT 1 cnnro 


470 


SL Value 


z . ye *t / 


Match length 


x±Z 




76 


1NO.DX uescripiioii 


r UuL-n £r£\VJ 1 JliJLiN TUOD ^y-l- ' 1 ±jZ i ± i ±0 ^Jj^DI JO ^ 




thaliana] 


O C ^ • IN W • 


200725 


Seq. ID 


LIB3048-007-Q1-L1-B10 


Method 


BLASTX 




g<£*t f± -3 




217 


E value 


5.0e-18 


Match length 


76 


% identity 


59 


NCBI Description 


{D86122} Mei2-like protein [Arabidopsis 


Seq. No. 


200726 


Seq. ID 


LIB3048-007-Q1-L1-B2 


Method 


BLASTX 


NCBI GI 


g3882081 


BLAST score 


533 


E value 


1.0e-54 


Match length 


108 


% identity 


37 


NCBI Description 


(AJ012552) polyubiquitin [Vicia faba] 


Seq. No. 


200727 


Seq. ID 


LIB304 8-007-Q1-L1-B3 



kidney bean 



FUSS [Arabidopsis 



27199 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl362010 

171 

2.0e-12 

93 
12 

ubiquitin-like protein 9 



Arabidopsis thaliana 



200728 

LIB3048-007-Q1-L1-B4 

BLASTX 

g2463509 

566 

2.0e-58 

132 

82 

(Y09541) pectate lyase [Zinnia elegans] 
200729 

LIB3048-007-Q1-L1-B5 

BLASTX 

gl709498 

394 

2.0e-38 

117 

67 

OSMOTIN-LIKE PROTEIN OSM34 PRECURSOR 

>gi_1362001j?ir S57524 osmotin precursor - Arabidopsis 

thaliana >gi_887390_emb_CAA61411_ (X89008) osmotin 
[Arabidopsis thaliana] 

200730 

LIB3048-007-Q1-L1-B6 

BLASTX 

gll74592 

705 

9.0e-75 

132 

100 

TUBULIN ALPHA- 1 CHAIN >gi_2119270_pir S60233 alpha-tubulin 

- garden pea >gi_525332 (U12589) alpha-tubulin [Pisum 
sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200731 

LIB3048-007-Q1-L1-B7 

BLASTX 

g3334147 

584 

1.0e-60 

120 

87 

ENDOCHI T INASE 1 PRECURSOR >gi_1469788 (U60197) class I 
chitinase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 
Method 



200732 

LIB3048-007-Q1-L1-B9 
BLASTX 



27200 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



se 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



g282881 
136 

1.0e-08 

65 

45 

receptor-like protein kinase precursor - Arabidopsis 
thaliana >gi_166846 (M84658) receptor-like protein kina 
[Arabidopsis thaliana] 

200733 

LIB3048-007-Q1-L1-C1 
BLASTX 
g2739381 
297 

6.0e-27 
102 
59 

(AC002505) putative patatin [Arabidopsis thaliana] 



200734 

LIB3048-007-Q1-L1-C10 

BLASTX 

g4468046 

277 

1.0e-24 

110 

55 

(X69192) catechol methyltransf erase [Vanilla planifolia] 
200735 

LIB3048-007-Q1-L1-C12 

BLASTX 

g2833388 

482 

1.0e-48 

112 
81 

GRANULE-BOUND GLYCOGEN (STARCH) SYNTHASE PRECURSOR 

>gi_629660_pir S43341 ADPglucose — starch 

glucosyltransf erase (EC 2.4.1.21) precursor - cassava 
>gi_437042_emb_CAA52273_ (X74160) starch (bacterial 
glycogen) synthase [Manihot esculenta] 

200736 

LIB3048-007-Q1-L1-C3 

BLASTX 

g4544454 

324 

4.0e-30 

129 

55 

(AC006592) putative DNAJ protein [Arabidopsis thaliana] 
200737 

LIB3048-007-Q1-L1-C4 

BLASTX 

g3096935 



27201 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158 

1.0e-10 

80 
40 

(AL023094) putative protein [Arabidopsis thaliana] 



200738 

LIB3048-007-Q1-L1-C5 

BLASTX 

g3329294 

151 

7.0e-10 

115 

30 

(AE001355) 
[Chlamydia 



Zinc Metalloprotease 
trachomatis] 



(insulinase family) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200739 

LIB3048-007-Q1-L1-C6 

BLASTX 

gll42619 

327 

2.0e-30 

124 

56 

(U18348) phaseolin G-box binding protein PG1 [Phaseolus 
vulgaris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200740 

LIB3048-007-Q1-L1-C7 

BLASTX 

g3329294 

149 

1.0e-09 

115 

30 

(AE001355) Zinc Metalloprotease 
[Chlamydia trachomatis] 



(insulinase family) 



Seq. No. 


200741 


Seq. ID 


LIB3048- 


Method 


BLASTX 


NCBI GI 


g529353 


BLAST score 


415 


E value 


9.0e-41 


Match length 


113 


% identity 


64 


NCBI Description 


(U12757) 


Seq. No. 


200742 


Seq. ID 


LIB3048- 


Method 


BLASTX 


NCBI GI 


g3096935 


BLAST score 


143 


E value 


6.0e-09 


Match length 


69 


% identity 


42 



007-Q1-L1-C8 



diphenol oxidase [Acer pseudoplatanus] 



27202 




NCBI Description 


(AL023094) putative protein [Arabidopsis thaliana] 




200743 


Seq. ID 


LIB3048-007-Q1-L1-D1 


Mpt Vind 


BLASTX 

iiii r~\ ■ i x /\ 


NCBI GI 


g3924597 


BLAST score 


166 


l_l V CL -1- Li. w 


1 . Oe-11 


LiU I— ^11 XCliU 1.11 


72 




43 


NCBI Description 


(AF069442) putative oxidoreductase [Arabidopsis thaliana 




200744 


Sea ID 


LIB3048-007-Q1-L1-D12 


Method 


BLASTX 


NCBI GI 


g4558547 


BLAST score 


282 


E value 


3. 0e-25 


Match 1 PnCTth 

X XCJ Lp« X X X^ll^ UH 


109 


Sr i Hpnt i f v 


51 


NCRT npQnri nt inn 


(AP007138} hvoothet ical nrotein fArabidoosis thaliana! 






Seq. ID 


LIB3048-007-O1-L1-D8 


rue? uiivvu 


RT.A^TY 

DJjn.O ± zi. 


NPRT C1T 




BLAST score 


436 


E value 


3.0e-43 




ill 




73 




fZXiT)n92Q9^ Hi rrVi 1\/ <5"TTnil^T to anyi n-i nHnrpd nrrit pt n 
Jr\^ \j kj £~ z> £~ } n±y ii j.y oxillxxcix l_ w clu.a.xii xiiuuucu yiutciii 




f^ldn/lcpt*n Tpfinr , i~a < 3p "Faniilv^ T ATabi dot^^is thalianal 




^ W f " u 


Seq. ID 


LIB3048-007-O1-L1-D9 


Method. 


BLASTX 


NCBI GI 


a4519507 


BLAST score 


605 


E value 


5.0e-63 


Match length 


132 


%. \ HpTlt i tv 
o -i- *sX^ ii u -i— u> y 


86 


LV 1—) _L J-/WiJ , wJ Lk/ 


fD8fi4"^4^ nrn1*pi n ahnndant 1 v P3fr> rps^pri duri ncr snnlp fruit 




Qi^^elQpmQj^t [Malus domes tica] 




900747 


Seq. ID 


T,TR*304fi-007-O1 —T.I -F.I 


Method 


BLASTX 


MPRT (IT 


rr^^*^41 47 

yjJJi Xrt / 


BLAST score 


392 


E value 


4.0e-38 


Liu. L. wil XCli^ L>U 


106 


% identity 


71 


NCBI Description 


ENDOCHITINASE 1 PRECURSOR >gi_1469788 (U60197) class I 




chitinase [Gossypium hirsutum] 


Seq. No. 


200748 


Seq. ID 


LIB3048-007-Q1-L1-E2 



27203 



II 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3335351 

395 

2.0e~38 

117 

11 

(AC004512) Similar to ERECTA receptor protein kinase 
gb_D83257 from A. thaliana. ESTs gb_T41629 and gb_AA586072 
come from this gene. [Arabidopsis thaliana] 

200749 

LIB3048-007-Q1-L1-E3 

BLASTX 

g3548802 

306 

5.0e-28 

128 

47 

(AC005313) axi 1-like protein [Arabidopsis thaliana] 
>gi_4335769_gb_AAD17446_ (AC006284) putative axil protein 
[Nicotiana tabacum] [Arabidopsis thaliana] 

200750 

LIB3048-007-Q1-L1-E6 

BLASTX 

g603074 

416 

6.0e-41 

129 
58 

(U18197) ATP: citrate lyase [Homo sapiens] 
200751 

LIB3048-007-Q1-L1-E9 

BLASTX 

g477819 

551 

1.0e-56 

134 

77 

mitochondrial processing peptidase (EC 3.4.99.41) beta 
chain precursor - potato >gi_410634_bbs_136741 cytochrome c 
reductase-processing peptidase subunit II, MPP subunit II, 
P53 [potatoes, var. Marfona, tuber, Peptide Mitochondrial, 
530 aa] 

200752 

LIB3048-007-Q1-L1-F1 

BLASTX 

g4262250 

412 

2.0e-40 

121 

74 

(AC006200) putative aldolase [Arabidopsis thaliana] 



Seq. No. 



200753 



27204 



O \Z <J m -L U 


LIB3048-007 


Method 


BLASTX 


NCBI GI 


g4558547 


BLAST score 


193 


V TTa 1 iip 

Hi VQ± LJ.~ 


4 . Oe-15 


Mstr'h 1 pnrri"h 


61 


9- 4 H on t i t\7 


59 


NCBI De scrict ion 


(AC007138) 


Can Mr~\ 


200754 




LIB3048-007 




RT.ASTX 


NCBI GI 


g3335351 


BLAST score 


453 


E value 


3.0e-45 


Match length 


135 


% identity 


17 


NCBI Description 


(AC004512) 



hypothetical protein [Arabidopsis thaliana] 



Similar to ERECTA receptor protein kinase 
gb_D83257 from A. thaliana. ESTs gb_T41629 and gb_AA586072 





0/T.Tnn -Fvrvm f hi c rreanfi f Arab "i Hr>r>^ T 6 ? thflll^nsl 
OvJILLc li (JILL Lli-L o y c: il . j_raJ- ctJtJ j_^j.wj^o J-O uiiclj- luiia j 


beg, lno. 


ZUU / JJ 


oeq. id 


T TR"3ndft-007-O1 -T.I -F1 ? 


Method 








OJor^hJ J. o J. c 


304 


E value 


6.0e-28 


Match length 


96 


% identity 


61 


NCBI Description 


(AB012873) arginine decarboxylase [Nicotiana 


Seq. No. 


200756 


Seq. ID 


LIB3048-007-Q1-L1-F4 


Method 


BLASTX 


NCBI GI 


g2739279 


BLAST score 


351 


E value 


3.0e-33 


Match length 


123 


% identity 


58 


NCBI Description 


(AJ223177) short chain alcohol dehydrogenase 




tabacum] >gi_2791348_emb_CAA11154_ (AJ223178 




alcohol dehydrogenase [Nicotiana tabacum] 


Seq. No. 


200757 


Seq. ID 


LIB3048-007-Q1-L1-F7 


Method 


BLASTX 


NCBI GI 


gll71978 


BLAST score 


420 


E value 


2.0e-41 


Match length 


113 



[Nicotiana 



% identity 

NCBI Description 



22 

POLYADENYLATE- BINDING PROTEIN 2 (POLY (A) BINDING PROTEIN 2) 
(PABP 2) >gi_304109 (L19418) poly (A) -binding protein 
[Arabidopsis thaliana] >gi_2911051_emb__CAA17561_ (AL021961) 
poly (A) -binding protein [Arabidopsis thaliana] 



Seq. No. 



200758 



27205 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

.% identity 

NCBI Description 



LIB3048-007-Q1-L1-F8 

BLASTX 

g4530126 

345 

1.0e-32 

98 

68 

(AF078082) receptor-like protein kinase homolog RK20-1 
[Phaseolus vulgaris] 

200759 

LIB3048-007-Q1-L1-F9 

BLASTX 

g2996096 

593 

1.0e-61 

122 
94 

(AF030517) translation elongation factor-1 alpha; EF-1 
alpha [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value ?~ 

Match length 

% identity r 

NCBI Description 



200760 

LIB3048-007-Q1-L1-G1 

BLASTX 

g2129956 

330 

8.0e-31 

114 

52 

photoassimilate-responsive protein PAR-lc precursor - 
common tobacco >gi_871489_emb_CAA58732_ (X83852) mRNA 
inducible by sucrose and salicylic acid and potato virus Y 
expressed in sugar-accumulating plants [Nicotiana tabacum] 



Seq. No. 


200761 


Seq. ID 


LIB3048-007-Q1-L1-G11 


Method 


BLASTX 


NCBI GI 


g2766452 


BLAST score 


222 


E value 


4.0e-18 


Match length 


73 


% identity 


58 


NCBI Description 


(AF029858) cytochrome P450 CYP71E1 


Seq. No. 


200762 


Seq. ID 


LIB3048-007-Q1-L1-G2 


Method 


BLASTX 


NCBI GI 


g2497538 


BLAST score 


224 


E value 


2.0e-18 


Match length 


70 


% identity 


64 


NCBI Description 


PYRUVATE KINASE, CYTOSOLIC ISOZYME 




pyruvate kinase [Glycine max] 


Seq. No. 


200763 


Seq. ID 


LIB3048-007-Q1-L1-G3 



[Sorghum bicolor] 



(L08632) 



27206 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2262173 

349 

4.0e-33 

115 
62 

(AC002329) 
thaliana] 



NADPH thioredoxin reductase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200764 

LIB3048-007-Q1-L1-G4 

BLASTX 

g3334659 

248 

3.0e-21 

124 

42 

(Y10489) putative cytochrome P450 [Glycine max] 
200765 

LIB3048-007-Q1-L1-G9 

BLASTX 

g3831455 

175 

1.0e-12 

43 
81 

(AC005700) putative ubiquitin activating enzyme 
[Arabidopsis thaliana] 



Seq. No. 


200766 


Seq. ID 


LIB3048-007-Q1-L1-H1 


Method 


BLASTX 


NCBI GI 


g2827551 


BLAST score 


299 


E value 


3.0e-27 


Match length 


111 


% identity 


59 


NCBI Description 


(AL021635) predicted protei: 


Seq. No. 


200767 


Seq. ID 


LIB3048-007-Q1-L1-H10 


Method 


BLASTX 


NCBI GI 


gll72903 


BLAST score 


148 


E value 


1.0e-09 


Match length 


58 


% identity 


47 


NCBI Description 


GTP PYROPHOSPHOKINASE (ATPn 



Seq. No. 
Seq. ID 
Method 



{PPGPP SYNTHETASE I) >gi_1073884_pir D64062 ATP — GTP 

3'-pyrophosphotransferase (relA) homolog - Haemophilus 
influenzae (strain Rd KW20) >gi_1573303 (U32718) GTP 
pyrophosphokinase (relA) [Haemophilus influenzae Rd] 

200768 

LIB3048-007-Q1-L1-H3 
BLASTX 



27207 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3132696 
585 

1.0e-60 

130 
86 

(AF061962) SAR DNA-binding protein-1 [Pisum sativum] 
200769 

LIB3048-007-Q1-L1-H4 

BLASTX 

g3377797 

347 

4.0e-33 

78 

87 

(AF075597) Similar to 60S ribosome protein L19; coded for 
by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H36046; coded for by A. thaliana cDNA T44067; coded for by 
A. ^thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



200770 

LIB3048-007-Q1-L1-H7 

BLASTX 

gl572819 

236 

8.0e-20 

98 

49 

(U70855) similar to the RAS gene family [Caenorhabditis 
elegans] 

200771 

LIB3048-007-Q1-L1-H8 

BLASTX 

g4468046 

264 

4.0e-23 

106 

56 

(X69192) catechol methyltransf erase [Vanilla planifolia] 
200772 

LIB3048-008-Q1-L1-A1 

BLASTX 

g2146797 

346 

9.0e-33 

104 

37 

protein disulf ide-isomerase (EC 5.3.4.1) - Castor bean 
>gi_1134968 (U41385) protein disulphide isomerase PDI 

[Ricinus communis] >gi_1587210_prf 2206331A protein 

disulfide isomerase [Ricinus communis] 

200773 

LIB3048-008-Q1-L1-A12 



27208 



Method 


BLASTX 


NCBI GI 


g3785986 


BLAST score 


161 
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1—1 v Qi _L_ Lav 
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(ACOQ^^GQ) Rt^AI nrn1-f»i n r Arabi finn=! i s thai l anal 
\n_>uvJJuu j JaU-ix piutcxn LnxaJjxuuLJoxo Liiaxxaucij 


Qe-rr Kin 


200774 


Seq. ID 


LIB3048-008-O1-L1-A2 


Method 


BLASTX 


NCBI GI 


g3549670 


BLAST score 


511 


R va In* 3 

X_i V CI X UC 


4 . Oe-52 
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Cprr Mn 
iJC^. IN vj • 


90077 S 

__> VJ VJ / / J 


Seq. ID 


LIB304 8-008-O1-L1-A4 


Method 


BLASTX 


NCBI GI 


g4101626 


BLAST score 


481 


E value 


1.0e-48 


rldH-Il XeiiVjCil 


1 OA 
__.__,*_ 


9- i T~t f i fir 
^> lUCllLlLy 


/ 3 


iNuoi uescnpTixon 


(AF005096) de s at urase/ cytochrome b5 protein [Ricinus 




OvJlLLLLLliilX o j 


Q __i /t Vf<-v 
OcCJ • JNO * 


9007 7 £ 




XiXDJUlO UuO i-iX _rU 


Mp1~hod 


RT.ASTX 


NCBI GI 


g2569938 


BLAST score 


176 
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Q cy • iNU . 


900777 
_.uu / / / 


i~> C ^ • XL/ 


T.TR^n^fi-OOft-DI -T,1 -Afi 

XjXOJUIO VJ VJ O Six XiX 


Method 


BLASTX 


NCBI GI 


a3641836 


BLAST score 


526 


E value 


7.0e-54 
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-nudj. uescr lpcion 


(AL023094) putative serine/threonine protein kinase 




r ZVyal^ii H nn q 1 a fhal i anal 
L-T.X aJJXLlUpoXD LIlCl X X ClllCl J 




900T7Q 
ZVK) J to 


Seq. ID 


LIB304 8-008-O1-L1-A7 


Method 


BLASTX 


NCBI GI 


gl361983 


BLAST score 


484 


E value 


7.0e-49 - 


Match length 


130 



27209 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



75 

ARP protein - Arabidopsis thaliana >gi_886434_emb_CAA89858_ 
(Z49776) ARP protein [Arabidopsis thaliana] 

200779 

LIB3048-008-Q1-L1-A8 

BLASTX 

g2642450 

563 

3.0e-58 

123 

88 

(AC002391) putative metal ion transporter (Nramp) 
[Arabidopsis thaliana] >gi_3169188 (AC004401) putative 
metal ion transporter (Nramp) [Arabidopsis thaliana] 



Seq. No. 


200780 


Seq. ID 


LIB304 8-008 -Q1-L1-B1 


Method 


BLASTX 


NCBI GI 


gl556429 


BLAST score 


365 


E value 


5.0e-35 


Match length 


100 


% identity 


72 


NCBI Description 


(X84226) citrate synthase [Nicotiana tabacum] 


Seq. No. 


200781 


Seq. ID 


LIB3048-008-Q1-L1-B11 


Method 


BLASTX 


NCBI GI 


g!402912 


BLAST score 


477 


E value 


5. 0e-48 


Match length 


128 


% identity 


/I 


NCBI Description 


(X98317) peroxidase [Arabidopsis thaliana] 


Seq. No. 


200782 


Seq. ID 


LIB3048-008-Q1-L1-B12 


Method 


BLASTX 


NCBI GI 


g2462826 


BLAST score 


229 


E value 


3.0e-28 


Match length 


130 


% identity 


52 


NCBI Description 


(AF000657) unknown protein [Arabidopsis thaliana] 


Seq. No. 


200783 


Seq. ID 


LIB3048-008-Q1-L1-B2 


Method 


BLASTX 


NCBI GI 


g2388580 


BLAST score 


270 


E value 


7.0e-24 


Match length 


62 


% identity 


71 


NCBI Description 


(AC000098) Similar to Sequence 10 from patent 5477 



(gb 1253956) . [Arabidopsis thaliana] 



27210 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200784 

LIB3048-008-Q1-L1-B3 

BLASTX 

g2827711 

424 

6.0e-42 

117 

68 

(AL021684) oxoglutarate dehydrogenase 
[Arabidopsis thaliana] 



200785 

LIB3048-008-Q1-L1-B4 

BLASTX 

g2995953 

157 

1.0e-10 

46 

72 

(AF053565) glutaredoxin 



like protein 



I [Mesembryanthemum crystallinum] 



200786 

LIB3048-008-Q1-L1-B5 

BLASTN 

gl017801 

34 

9.0e-10 

58 
90 

Shuttle expression vector pBKCMV 
200787 

LIB3048-008-Q1-L1-B6 

BLASTX 

g2462746 

410 

3.0e-40 

99 

79 

(AC002292) 
thaliana] 



Similar to ATP-citrate-lyase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



200788 

LIB3048-008-Q1-L1-B8 

BLASTX 

g2465923 

142 

9.0e-09 

116 

34 

(AF024648) receptor-like serine/threonine kinase 
[Arabidopsis thaliana] 

200789 

LIB3048-008-Q1-L1-B9 

BLASTX 

g3881138 



27211 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 

NCBI GI * 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161 

5.0e-ll 

51 
55 

(AL023846) Y52B11C.1 



[Caenorhabditis elegans] 



Seq. No. 
Seq. ID 



200790 

LIB3048-008-Q1-L1-C1 

BLASTX 

g2245064 

208 

2.0e-16 

88 

51 

(Z97342) hypothetical protein [Arabidopsis thaliana] 
200791 

LIB3048-008-Q1-L1-C10 

BLASTX 

gll70031 

650 

3.0e-68 

137 

89 

GLUTAMATE-1-SEMI ALDEHYDE 2, 1-AMINOMUTASE PRECURSOR (GSA) 
(GLUTAMATE-1-SEMIALDEHYDE AMINOTRANSFERASE) { GSA- AT ) 

>gi_541940_pir JQ2263 glutamate 1-semialdehyde 

aminotransferase (EC 2.6.1.-) precursor - soybean 
>gi_310567 (L12453) glutamate 1-semialdehyde 
aminotransferase [Glycine max] >gi_747968 (U20260) 
glutamate 1-semialdehyde aminotransferase [Glycine max] 

200792 

LIB3048-008-Q1-L1-C11 

BLASTX 

g3065814 

176 

1.0e-12 

126 

40 

(AF058714) sodium-dicarboxylate cotransporter SDCT1 [Rattus 
norvegicus] >gi_3168585_dbj_BAA28609_ (AB001321) 
sodium- dependent dicarboxylate transporter [Rattus 
norvegicus] 

200793 

LIB3048-008-Q1-L1-C12 

BLASTX 

g2462822 

284 

2.0e-25 

137 

49 

(AF000657) hypothetical protein [Arabidopsis thaliana] 
200794 

LIB3048-008-Q1-L1-C2 



27212 



II 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3450842 

244 

9.0e-21 

92 
55 

(AF080436) 
sativa] 



mitogen activated protein kinase kinase [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200795 

LIB3048-008-Q1-L1-C4 

BLASTX 

g2827561 

169 

5.0e-12 

102 

36 

(AL021635) predicted protein [Arabidopsis thaliana] 
>gi_3292809_emb_CAA19799_ (AL031018) putative protein 
[Arabidopsis thaliana] 





Seq. No. 


zuu / y d 




n Qrr t pi 

oeq. id 


lid ,jU4 o~u uo -yj.— 








-XT 








BLAST score 


321 




E value 


9.0e-30 


01 


Match length 


lUo 




+m "4* T 4™ T T 

-s lQentiLy 


o 1 




NCBI Description 


kna neiicase HELll / - rat >gi oy/ylb (Uzo/4o) 






L r\.d l. u u o xiuL vcyj.uuo j 




Seq. No. 


200797 




Seq. ID - 


LIB3048-008-Q1-L1-D10 




Method 


BLASTX 




NCBI GI 


gl495251 




BLAST score 


312 




E value 


1.0e-28 




Match length 


137 




% identity 


49 




NCBI Description 


(Z70314) heat-shock protein [Arabidopsis thai. 




Seq. No. 


200798 




Seq. ID 


LIB3048-008-Q1-L1-D2 




Method 


BLASTX 




NCBI GI 


g3287683 




BLAST score 


303 




E value 


8.0e-28 




Match length 


117 




% identity 


14 




NCBI Description 


(AC003979) Similar to apoptosis protein MA-3 « 






Mus musculus. [Arabidopsis thaliana] 




Seq, No. 


200799 




Seq. ID 


LIB3048-008-Q1-L1-D3 




Method 


BLASTX 




NCBI GI 


g3107931 



RNA helicase 



27213 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171 

3.0e-25 

86 

76 

(AB013353) UDP-glucose pyrophosphorylase [Pyrus pyrifolia] 
200800 

LIB3048-008-Q1-L1-D4 

BLASTX 

g3641836 

579 

5.0e-60 

132 
84 

(AL023094) putative serine/threonine protein kinase 
[Arafoidopsis thaliana] 

200801 

LIB3048-008-Q1-L1-D6 

BLASTX 

g3319355 

539 

2.0e-55 

115 

88 

(AF077407) similar to chaperonin containing TCP-1 complex 
gamma chain [Arabidopsis thaliana] 



Seq. No. 


200802 


Seq. ID 


LIB3048-008-Q1-L1-D7 


Method 


BLASTX 


NCBI GI 


g4105798 


BLAST score 


574 


E value 


2.0e-59 


Match length 


132 


% identity 


67 


NCBI Description 


(AF049930) PGP237-11 [Petunia 


Seq. No. 


200803 


Seq. ID 


LIB3048-008-Q1-L1-D9 


Method 


BLASTX 


NCBI GI 


g4204265 


BLAST score 


229 


E value 


6.0e-19 


Match length 


121 


% identity 


45 


NCBI Description 


(AC005223) 45643 [Arabidopsis 


Seq. No. 


200804 


Seq. ID 


LIB3048-008-Q1-L1-E10 


Method 


BLASTX 


NCBI GI 


g2369714 


BLAST score 


671 


E value 


9.0e-71 


Match length 


136 


% identity 


95 


NCBI Description 


(Z97178) elongation factor 2 



[Beta vulgaris] 



27214 




Seq. No. 


200805 


Seq. ID 


LIB3048-008-Q1-L1-E12 


Method 


BLASTX 


NCBI GI 


g4455225 


BLAST score 


611 


Hi v ax LAC; 
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131 


% identitv 


78 


NCRT Dp^rr i nt ion 


f AL0354 4 0 ) outative Drotein TArabidoDsis thalianal 


Seq. No. 


200806 


Sea ID 


LIB3048-008-Q1-L1-E4 


Method 


BLASTX 


NCBI GI 


a3335351 


BLAST score 


490 


E value 


1.0e-49 


Match lpncrth 


127 


% identitv 


10 


L\ \^ ±J _L J— «• \5 O X. X. 


(APOO^^l?} Similar to ERECTA receotor orotein kinase 




gb D83257 from A. thaliana. ESTs gb T41629 and gb Ai 




pome* "From th"i <=? apnp TArabicioosis thalianal 


Sea No 


200807 


Seq. ID 


LIB3048-008-Q1-L1-E6 


L UllvU. 


BLASTX 

XJ ,1 .1 fiU X V 
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rr91 "341 D9 
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BLAST score 
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E value 
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110 
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O XUCilLx 


55 
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[ AuiiU^/ U O lOCVlSJ 


Sea. No. 


200808 

£m v \J \J \J \J 


Seq. ID 


LIB3048-008-Q1-L1-E7 




BLASTX 


NCBI GI 


al345655 


BLAST score 


231 


E value 


6.0e-29 


Ma 1* phi 1 pnrr"t"hi 


97 
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200809 


Seq. ID 


LIB3048-008-Q1-L1-E8 


Method 


BLASTX 


NCBI GI 


g2911059 


BLAST score 


517 


E value 


8.0e-53 


Match length 


123 


% identity 


85 


NCBI Description 


(AL021961) putative protein [Arabidopsis thaliana] 



27215 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200810 

LIB3048-008-Q1-L1-E9 

BLASTX 

g2244987 

230 

4.0e-19 

98 

48 

(Z97340) similarity to protein kinase - slime mold 
(Dictyostelium) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200811 

LIB3048-008-Q1-L1-F1 

BLASTX 

g3602981 

204 

5.0e-16 

86 

52 

(AF041468) acetohydroxyacid synthetase small subunit 
[Guillardia theta] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200812 

LIB3048-008-Q1-L1-F11 

BLASTX 

g417073 

261 

1.0e-36 

95 

74 

GLUTAMATE SYNTHASE (NADH) PRECURSOR (NADH-GOGAT) 

>gi_484529__pir JQ1977 glutamate synthase (NADH) (EC 

1.4.1.14) - alfalfa >gi_166412 (L01660) NADH- glutamate 
synthase [Medicago sativa] 



Seq. No. 


200813 


Seq. ID 


LIB3048-008-Q1-L1-F12 


Method 


BLASTX 


NCBI GI 


g4262174 


BLAST score 


554 


E value 


5.0e-57 


Match length 


137 


% identity 


70 


NCBI Description 


(AC005508) 9058 [Arabidopsis thaliana] 


Seq. No. 


200814 


Seq. ID 


LIB3048-008-Q1-L1-F3 


Method 


BLASTX 


NCBI GI 


g2833381 


BLAST score 


234 


E value 


2.0e-31 


Match length 


123 


% identity 


56 


NCBI Description 


GRANULE-BOUND GLYCOGEN (STARCH) SYNTHASE 



>gi_1172159 (U44126) 



PRECURSOR 
starch synthase [Ipomoea batatas] 



Seq. No. 



200815 



27216 



Seq. ID 


LIB304 8-008-Q1-L1-F5 


Method 


BLASTX 


NCBI GI 


gl332579 


BLAST score 


546 


E value 


3.0e-56 


Match length 


111 


% idpntitv 


10 


NCBI Description 


(X98063) polyubiquitin 


Sea. No. 


200816 


Seq. ID 


LIB3048-008-Q1-L1-F6 


Method 


BLASTX 


NCBI GI 


gl706323 


BLAST score 


391 


E value 


5.0e-38 


Match length 


114 


% identity 


65 


NCBI Description 


ORNITHINE DECARBOXYLASE 




ornithine decarboxylase 




>ai 871008 emb CAA61121 




[Datura stramonium] 


Can Mn 


200817 


Seq. ID 


LIB3048-008-Q1-L1-F7 


Method 


BLASTX 


NCBI GI 


gll42619 


BLAST score 


330 


E value 


7.0e-31 


Matph 1 pnath 


124 


O J. UC1 i. i L l y 


56 


NPRT np«?rri nfi on 


(U1834 8) ohaseolin G-bo 




vulgaris ] 


Sea No 


200818 


Seq. ID 


LIB3048-008-Q1-L1-F9 


Method 


BLASTX 


NCBI GI 


g4519507 


BLAST score 


559 


E value 


1.0e-57 


Match length 


118 


% identity 


89 



(ODC) >gi_2118242_pir S64704 

(EC 4.1.1.17) - jimsonweed 
(X87847) ornithine decarboxylase 



[Phaseolus 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(D88434) protein abundantly expressed during apple fruit 
development [Malus domestica] 

200819 

LIB3048-008-Q1-L1-G1 

BLASTX 

g3176708 

265 

3.0e-23 

88 

58 

(AC002392) putative proline-rich protein APG [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 



200820 

LIB3048-008-Q1-L1-G10 



27217 




Method 


BLASTX 


NCBI GI 


g2597826 


BLAST score 


322 


E value 


7 . Oe-30 


Ma'hph 1 ^ntrhVi 

L _C3 Vll l_.ll 


109 


"i H pn t" i f" v 
o x li~i i l x l y 


V X 


LN^DX UCOUi ir L X V_J1 1 


fY1_l^QfM /~*1 a c; q nhi f i na rdraT^i Hnr^ci g fhal n anal 
V XJL i io_7U J uiaoo XV LrllX Lxliaoc |_ r\±. aJJlUU^oio Lllo.XXd.llcL j 


oeq. in o • 


__.VJ U O-C X 


kj \3 • J. U 


T,TR^f)48-rin8-Ol -T.I -Hi ? 

UJ.DJU'.O UUO SiX XjX VJlZ. 


Mpt h oH 


BLASTX 

J—J Lulu J. -- — 


NCBI GI 


g2462826 


BLAST score 


386 


F. va 1 nf^ 

l_t V wl ___ l*X 


2 . Oe-37 


Match 1 pncr1~h 


135 


O J_vJ.CL.Ll L L-_y 




NCBI Description 


fAF000657^ unknown Drotein TArabidoosis thalianal 






Sea ID 


uUL) \J_ X XJX *_J __. 


Method 


BLASTX 


NCBI GI 


a3047082 


BLAST score 


423 


E value 


6.0e-42 


Ma1"ph 1 0"nrr"l"Vt 
met Loii xcny lu 


1 01 

X \J X 


o lUciiLi L_y 


77 


inl-dx jjcscripiion 


(AF058914) similar to Vigna radiata pectinacetylesterase 




precursor vvait). Ayyj4o } tiiraDiaopsis rnaxianaj 


oecj. jno. 


ZUUo-co 


OCy . X U 


lilDJUlO UvO S_;X XjX uO 


11C LllLtLl 


DlinO J. z\ 


LN S_.i 1_J JL V_J X 




BLAST score 


530 


E value 


3.0e-54 


lid LL>11 lCll^ Ull 




O XU.C11 LX L_y 


O *J 


in^-idx UcoL-IipLlUll 


/ FT /I fl / I ( 1 oi i 1~ "3 >^ x r A"f* i f~> v* a 1 a *a r? a ■F-vri'l" rtr 1 1 V* *~\m a T y~v/~» T 7\ v ^ T~\ - W a v\ et - i 

\Uf_U_lX/J cUKaiyOtlC icicaSe laCIOI x nOIUOJLOy (_i^rdJL>XC-OpSli 




thai i anal 

LllClXXCLlld J 


Cpf- Mo 

OCLJ. IN L> » 


9DDft94 


JC^ • XL/ 


JjIOJUIO UUO XjX uJ 


Method 


BLASTX 


NCBI GI 


gl332579 


BLAST score 


535 


F T73 1 no 
J— i v aiuc 




Ma t" 1 i__ti (■T'f" n 
licLuon j_ciiyi_ii 


1 DQ 

X u _? 


IS XLleilLXLy 


xu 


IM^OX UcibLIip L XL>I1 


Iajouoj; poxyuDxejux tin L-^-i-nus syivesLiisj 


o e CJ • IN o . 




Sea ID 


illUJUlU vUO ^ X XlX 


Method 


BLASTX 


NCBI GI 


g2935298 


BLAST score 


440 


E value 


9.0e-44 


Match length 


123 



27218 



II 



% identity 

NCBI Description 



74 

(AF038045) 3-hydroxy-3-methylglutaryl-coenzyme A reductase 
1 [Gossypium hirsutum] 



Seq. No. 


200826 


kJ ^Z- ^-4 * _I_ LJ 


LTR^04ft-n08-Ol -LI -GQ 




XJ J-JXiW X XV 


NCRT 

LM LJ _L \J J_ 


y <£. \j ^) j i. 


BLAST ^mrp 


524 


Hi veil U.v2 








% identity 


69 


NCBI Description 


(Y14404) putative arabinose kinase 


Seq. No. 


200827 


Seq. ID 


LIB3048-008-Q1-L1-H1 


Method 


BLASTX 


NCBI GI 


g2498706 


BLAST score 


150 


E value 


9.0e-10 


Match length 


42 


% identity 


67 


NCBI Description 


ORIGIN RECOGNITION COMPLEX PROTEIN, 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



SUBUNIT 2 >gi_1113103 
(U40269) atOrc2p [Arabidopsis thaliana] >gi_3236239 
(AC004 684) origin recognition complex protein [Arabidopsis 
thaliana] 

200828 

LIB3048-008-Q1-L1-H10 

BLASTX 

g3287683 

379 

1.0e-36 

135 
16 

(AC003979) Similar to apoptosis protein MA-3 gb_D50465 from 
Mus musculus. [Arabidopsis thaliana] 

200829 

LIB3048-008-Q1-L1-H11 

BLASTX 

g3602981 

195 

6.0e-15 

87 
51 

(AF041468) acetohydroxyacid synthetase small subunit 
[Guillardia theta] 

200830 

LIB3048-008-Q1-L1-H12 

BLASTX 

g3426048 

283 

1.0e-28 

130 
77 



27219 



NCBI Description 



(AC005168) putative hydroxymethylglutaryl-CoA lyase 
precursor [Arabidopsis thaliana] 



Seq. No. 


200831 


Seq. ID 


LIB3048-008-Q1-L1-H2 


11C L. lHJkX 


BLASTX 




cr?7801 99 




Z. \J 


Hi v Ct -L Lifci 


7 n^-i q 

/ i uc u 


J\A a /™i 1 o j~r4- V\ 
IXlclLCll XGllyL.Il 
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\nU£<^<^ / U / LillliCtiuCU. ^IJ.UI.C111 JL^X. Wt-iLiV^ L. |_ XTtX. aWXUU^O J- O LIlU-LXnlta J 


Seq. No. 


200832 


Seq. ID 


LIB304 8-008-Q1-L1-H3 


Mo +■ n 
L v ltr L-IH-JLl 








DT ACT 1 corira 

jDijrio i score 


X t D 


J_i v a± Lit; 




ftjf 4- V» T Y"> rfT "f" Vl 

L*iaT-cn ieng un 


fl ft 




77 


IN^DX JJt2oL»X Xp LXUI1 


fYQ c >9^Q ^ T.RR nrntp 1 ! n r Lvponprc: i nnn acnil on t" t im 1 






Seq. ID 


LIB3048-008-Q1-L1-H4 


Method 


BLASTX 


WT5T PT 




"QT ACT 1 /*\ -k* a 

dlaoi score 




E value 


y . ue Jo 




1 rn 


% identity 


ou 


NCBI Description 


\H.^uufi4t j puuaLive ou ivai) j y proLcin L«raoxa.opax;b 




i anal 


Seq. No. 


200834 ^ 


Seq. ID 


LIB3048-008-Q1-L1-H6 


ncLUOU 


OXxriO 1 A 


INlv-bX VjrX 


rrl fiAAAOl 
yX Oft ft fiZ / 


DT TV CT 1 cri^vo 

Diiftoi score 


ft OD 


Xj V al LiC 




Match length 


XXZ 


% identity 


Q1 


INk^DX JJeoOX. Xp C.X011 


/ TT7 fl1 rr 1 uav 3 1 a a o TT TZi rah -i H oo q t q f hal i ana 1 
^U/ftOXUJ yxyOAalaoc XX L^XclJ«JXU.upoXo ClldXXclXlcl J 


oeq. ino • 




Seq. ID 


LIB3048-008-Q1-L1-H7 


Method 


BLASTX 


MPD T PT 
iNl>.DX oX 


rrl 777*^1 9 


OJ-LT1.0 X OLUId 


*^9^ 


E value 


3.0e-30 


Match length 


91 


% identity 


68 


NCBI Description 


(D30622) novel serine/threonine protein kinase [Arabidops 




thaliana] 


Seq. No. 


200836 


Seq. ID 


LIB3048-008-Q1-L1-H8 



27220 



Mat* hrjd 

L ie: U11UU 


BLASTX 


NCBI GI 


g3402693 


BLAST score 


158 


111 vaXUu 


1 Op-1 0 


ixiaL.cn JLengizn 


ftft 

0 0 


^ identity 
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/Ar , nfi4fiQ7^ nnVnnwn nrnt'fHn T AT^hii Hon^i s thai 


oeq. JNO . 


__ u u 0 0 / 
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Xj X _J v t± O UUU -- ui 11-^ 




RT.A^TX 

I_>X__T_.0 1 1\ 


NCBI GI 


g4204265 


BLAST score 


230 


Ij V a. J_U.tr 


4 f)f--1 Q 


r*iaucn lengun 


1 91 


% iaenr,iT,y 


4 R 


_\\_^B1 Ucbti. ip L1UI1 


famOR??^ 4Rfi4^ rArabi dnnqi <q thai ianal 

^nk/UU J j i^u*±J LfiiaJJXUu^oxo l.iicixxcliic~. j 


OGCJ • 1NO • 


__,u uooo 




LIR304 8-009-O1-L1-A12 




RLASTX 


NCBI GI 


g4558664 


BLAST score 


261 


Hi ValUc 




Match length 


1 9 P 
X__ 0 


% identity 


Q 


iNivDi uescript-xon 


^riVUU / U Kj-D ) XiypO T_ilt_: LILal piULclIl [nlaJJlUUpolS 


be<5« wo. 


zuuooy 




T TR?04ft-nnQ-Ol —T.I -A4 


Method 


dLAoia 


lNv_*l51 \3± 


giVJ DDlUJ 


BLAST score 


185 


E value 


6.0e-14 


L v ia icn lenyun 




% identity 


4 n 


inL/J-5± jjesux ipi_ion 


jjui j / giyuxy ouutai i_>t_;Lc± jvcLUcit-yi Luiuia-jc 




■n anii <s 1 
lldpLLO J 






q prr TH 

OCU • X !_/ 


T.TR^fMfi-OOQ-Ol -T.I -R1 0 

lllD JUrt U \J \J ^ \s X XIX 0 X W 


_*lt5 L11UU 


IJXIXT.O X /\ 


NCBI GI 


g3063699 


BLAST score 


329 


Hi Value 




Match length 


1 9 Q 

i<£ y 


% identity 




inl-jdi uescripuion 


^H.xjU_iZ3 0/ y pu. L.aui v e piox-ein L"^ c * j; -'- L ' t - l( -'ir 0 - Lo liica 


beg. iNo • 


9H0P41 


OcCJ* 1U 


t TR^ri4fl-nnQ— ni -t.i -ri i 


11C CllV-/v_l 


RLASTX 

XJ X-l-A-l^/ X -T_, 


NCBI GI 


gl729760 


BLAST score 


381 


E value 


5.0e-37 


Match length 


84 


% identity 


82 



27221 



II 



NCBI Description (Z68152) chitinase [Gossypium hirsutum] 



beq. JNO . 


z U Uo4i 


Seq. ID 


LIB3048-009-Q1-L1-B2 


Method 


BLASTX 




gi / z y / ou 


dLu\o i score 


£9 / 
OZ 4 


E value 


z . ue~oj 




1 HQ 


% identity 


yy 


NCBI Description 


viiDoiozj cnicinase L^ossypium. nirsuLumj 


oeq • 1NO • 




Seq. ID 


LIB3048-009-Q1-L1-B3 


Method 


BLASTX 




goizoD 10 


oiiAbi score 


C Q O 


E value 


X . ue-o4 


riaL.Cn icily Lu 


1 1Z 


% identity 


yi 


NCBI Description 


(Y08761) Mago Nashi— like protein [Euphorbia lac 


beq. ino. 




beq. ID 


iiiboU4o-uuy— yi-iii— by 


Method 


BLASTN 


NCBI GI 


g3869068 


BLAST score 


•-7 0 
/o 


E value 


/ . Ue-ob 


Match length 


O A Q 

24 8 


% identity 


O O 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3 




MDC16, complete sequence [Arabidopsis thaliana 


beq. No. 


ZUUo4o 


Seq. ID 


LIB3048-009-Q1-L1-C10 


Method 


BLASTX 


NCBI GI 


goy Joioo 


oLiAbi score 


jjO 


E value 


z . Ue-ol 


Marcn lengtn 


±zy 


% identity 


bo 


NCBI Description 


(AC004557) F17L21.11 [Arabidopsis thaliana] 


beq. no. 


ZUUo 4 0 


Seq. ID 


LIB3048-009-Q1-L1-C12 


Method 


BLASTX 


NCBI GI 


gob4 Jbll 


BLAST score 


4 /I 


E value 


z . ue-4 / 


l v jo. ten j.enytn 


1 OA 


% identity 


73 


NCBI Description 


(AC005395) putative casein kinase [Arabidopsis 


Seq. No. 


200847 


Seq. ID 


LIB3048-009-Q1-L1-C7 


Method 


BLASTX 


NCBI GI 


g4100433 



PI clone 



27222 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171 

9.0e-14 

71 

56 

(AF000378) 



beta-glucosidase [Glycine max] 



200848 

LIB3048-009-Q1-L1-D10 

BLASTX 

g3075394 

476 

5.0e-4 8 

123 

78 

(AC004484) 
thaliana] 



putative beta-ketoacyl-CoA synthase [Arabidopsis 
>gi_3559809_emb__CAA09311_ (AJ010713) fiddlehead 



protein [Arabidopsis thaliana] 
200849 

LIB3048-009-Q1-L1-D12 

BLASTX 

g417073 

465 

1.0e-46 

124 

73 

GLUTAMATE SYNTHASE (NADH) PRECURSOR (NADH-GOGAT) 

>gi_484529_pir JQ1977 glutamate synthase (NADH) (EC 

1.4.1.14) - alfalfa >gi_166412 (L01660) NADH- glutamate 
synthase [Medicago sativa] 

200850 

LIB3048-009-Q1-L1-D4 

BLASTX 

g3033377 

210 

7.0e-17 

106 

43 

(AC004238) 
thaliana] 



putative berberine bridge enzyme [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200851 

LIB3048-009-Q1-L1-D6 

BLASTX 

g2462746 

365 

5.0e-35 

93 

75 

(AC002292) 
thaliana] 



Similar to ATP-citrate-lyase [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



200852 

LIB3048-009-Q1-L1-D9 

BLASTX 

g2760347 



27223 



BLAST score 620 

E value 7.0e-65 

Match length 126 

% identity 18 

NCBI Description (U84968) ubiquitin [Arabidopsis thaliana] 



oeq. jno • 


iUUo jj 


oeq. iu 


t Tia^n/t Q — nnQ— m — t i — t?i n 

Lilr5oU4 O ~ UUi7~y 1 ill EjIU 


TVjT 4— Vk 


JoliAo 1 A 


XTpDT fT 

NCbx bl 


g4 4 y U / 4 f 


oii/ioi score 


4 Oi 


TT tto "I n o 


9 n o — /I £ 




1 97 


15 XvJlellL-X L,y 


74 


LN k_,J_J -L L/C OUIip L.J_vJli 


^riiiu j j r u u / ULLdU X-LJS.tr piuuciii [niaJJiuupoio L.i.i.cLxxcu.xci J 


Seq. No. 


200854 


Seq. ID 


LIB3048-009-Q1-L1-E2 


Method 


BLASTX 


NCBI GI 


g4539383 


BLAST score 


410 


E value 


3.0e-40 


Match length 


115 


% identity 


67 


NCBI Description 


(AL035526) putative protein (fragment) [Arabidopsis 




thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200855 

LIB3048-009-Q1-L1-E5 

BLASTX 

g584861 

226 

1.0e-18 

81 
51 

CYTOCHROME P450 71A2 (CYPLXXIA2) (P-450EG4) 

>gi_480396_pir S3 68 06 cytochrome P450 71A2 - eggplant 

>gi_408140_emb_CAA50645_ (X71654) P450 hydroxylase [Solanum 
melongena] >gi_441185_dbj_BAA03635_ (D14 990) Cytochrome 
P-450EG4 [Solanum melongena] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200856 

LIB3048-009-Q1-L1-F1 

BLASTX 

g3482930 

148 

1.0e-09 

42 

64 

(AC003970) 
thaliana] 



Similar to pectinacetylesterase [Arabidopsis 



Seq. No. 200857 

Seq. ID LIB3048-009-Q1-L1-F10 

Method BLASTX 

NCBI GI g2443329 

BLAST score 406 



27224 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



9.0e-40 

126 

67 

(D86122) 



Mei2-like protein [Arabidopsis thaliana] 



200858 

LIB3048-009-Q1-L1-F2 

BLASTX 

gl00490 

539 

2.0e-55 

114 

24 

polyubiquitin - garden snapdragon (fragment) 
>gi_16071_emb_CAA48140_ (X67957) ubiquitin [Antirrhinum 
ma jus] 



Seq. No. 


200859 


Seq. ID 


LIB3048-009-Q1-L1-F3 


Method 


BLASTX 


NCBI GI 


g3212865 


BLAST score 


492 


E value 


7.0e-50 


Match length 


120 


% identity 


82 


NCBI Description 


(AC004005) unknown protein 


Seq. No. 


200860 


Seq. ID 


LIB3048-009-Q1-L1-F4 


Method 


BLASTX 


NCBI GI 


gl086252 


BLAST score 


241 


E value 


2.0e-20 


Match length 


87 


% identity 


60 


NCBI Description 


sucrose cleavage protein - 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



(S74161) sucrolytic enzyme/ferredoxin homolog [Solanum 
tuberosum=potatoes, cv. Cara, leaf, Peptide, 322 aa] 
[Solanum tuberosum] 

200861 

LIB3048-009-Q1-L1-F5 

BLASTX 

g3548802 

244 

7.0e-21 

111 
46 

(AC005313) axi 1-like protein [Arabidopsis thaliana] 
>gi_4335769_gb_AAD17446_ (AC006284) putative axil protein 
[Nicotiana tabacum] [Arabidopsis thaliana] 

200862 

LIB3048-009-Q1-L1-F9 

BLASTX 

g4218535 

434 



27225 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-43 

114 

67 

(AJ010829) GRAB1 protein [Triticum sp.] 
200863 

LIB3048-009-Q1-L1-G1 

BLASTX 

g!531758 

605 

4.0e-63 

119 

91 

(X98772) AUX1 [Arabidopsis thaliana] >gi_3335360 (AC003028) 
unknown protein [Arabidopsis thaliana] 

200864 

LIB3048-009-Q1-L1-G12 

BLASTX 

g2832642 

302 

1.0e-27 

124 

30 

(AL021710) putative protein [Arabidopsis thaliana] 
200865 

LIB3048-009-Q1-L1-G3 

BLASTX 

g3297827 

394 

2.0e-38 

95 

82 

(AL031032) putative protein (fragment) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200866 

LIB3048-009-Q1-L1-G4 

BLASTX 

g2996096 

602 

8.0e-63 

117 

97 

(AF030517) translation elongation factor-1 alpha; 
alpha [Oryza sativa] 

200867 

LIB3048-009-Q1-L1-G5 

BLASTX 

g4335773 

160 

7.0e-ll 

87 

43 

(AC006284) unknown protein [Arabidopsis thaliana] 
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Sea TD 


LIB3048-009-O1-L1-H11 

UXU Jv/1 U \J \J 2s \£ JL U JL XXJL. JL 


Method 


BLASTX 


NCBI GI 


g3461814 


BLAST score 


435 


E value 


4.0e-43 


Match length 


128 


% identity 


66 



S3A (S1A) >gi_70851_pir R3XL3A 

- African clawed frog 
!_ (X57322) ribosomal protein Sla 



NCBI Description (AC004138) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200871 

LIB3048-009-Q1-L1-H12 

BLASTX 

g!777386 

181 

1. Oe-13 

88 
40 

(U39301) caffeic acid O-methyltransf erase [Pinus taeda] 
200872 

LIB3048-009-Q1-L1-H4 

BLASTX 

g2632105 

291 

3.0e-26 

84 

69 

(Z98760) arginyl-tRNA synthetase [Arabidopsis thaliana] 
>gi_4539426_emb_CAB38959.1_ (AL049171) arginyl-tRNA 
synthetase [Arabidopsis thaliana] 



Seq. No. 



200873 



27227 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3048-010-Q1-L1-A12 

BLASTX 

g2827546 

320 

1.0e-29 

128 

46 

(AL021635) 
thaliana] 



cytochrome P450 like protein [Arabidopsis 



oeq • lno . 


iUUO / ft 


Q<=>rr TD 


JjJ.DJU'iO U ±\J \iX JjX r\J 


Mp1~ V>nH 

UC L11U \J. 


DilrtO X /\ 


NPRT GT 




BLAST score 


283 


E value 


3.0e-25 


Match length 


102 


% identity 


58 


NCBI Description 


(U64817) fructokinase [Lycopersi 


Seq. No. 


200875 


Seq. ID 


LIB3048-010-Q1-L1-A4 


Method 


BLASTX 


NCBI GI 


g548488 


BLAST score 


361 


E value 


1.0e-34 


Match length 


102 


% identity 


62 


NCBI Description 


POLYGALACTURONASE PRECURSOR (PG) 



(PECTINASE) >gi_166325 
(L12019) polygalacturonase [Actinidia deliciosa] 



Seq. No. 


200876 


Seq. ID 


LIB3048-010-Q1-L1-A5 


Method 


BLASTX 


NCBI GI 


g!364161 


BLAST score 


631 


E value 


5.0e-66 


Match length 


135 


% identity 


90 


NCBI Description 


thiolase precursor, peroxisomal - ripe mango 


Seq. No. 


200877 


Seq. ID 


LIB3048-010-Q1-L1-A7 


Method 


BLASTX 


NCBI GI 


g2129622 


BLAST score 


556 


E value 


3.0e-57 


Match length 


130 


% identity 


80 


NCBI Description 


immunophilin FKBP15-1 - Arabidopsis thaliana 




(U52046) immunophilin [Arabidopsis thaliana] 


Seq. No. 


200878 


Seq. ID 


LIB3048-010-Q1-L1-A8 


Method 


BLASTX 


;NCBI GI 


g4432844 


BLAST score 


194 



27228 



E value 


8.0e-15 


Match length 


84 


% identity 


51 


NCBI Description 


(AC006283) unknown protein [Arabidopsis thaliana] 


Seq. No. 


200879 


Seq. ID 


LIB3048-010-Q1-L1-A9 


Method 


BLASTX 


NCBI GI 


g3687223 


BLAST score 


143 


E value 


5.0e-09 


Match length 


110 


% identity 


33 


NCBI Description 


(AC005169) hypothetical orotein TArabidoosis thalianal 


Seq. No. 


200880 


Seq. ID 


LIB3048-010-Q1-L1-B10 


Method 


BLASTX 


NCBI GI 


g3894383 


BLAST score 


199 


E value 


2.0e-15 


Match length 


126 


% identity 


3 


NCBI Description 


(AF053993} dispa^p T*p<?i ^tsnr'P nrntpi n rTiVrnnpr^i rnn 




esculentum] 


Seer. No. 


200881 


Seq. ID 


LIB3048-010-Q1-L1-B11 


Method 


BLASTX 


NCBI GI 


g2129825 


BLAST score 


490 


E value 


1.0e-49 


Match length 


116 


% identity 


81 


NCBI Description 


d vnani 1 n — 1 l Ifp r>7~<"}f" Pin t*Y\ rmnrinl aQfi n 12 — <;nuh<aan 




>ai 1217994 (U25547) SDL fGlvcine max! 


Seq. No. 


200882 


Seq. ID 


LIB3048-010-Q1-L1-B12 


Method 


BLASTN 


NCBI GI 


g4165340 


BLAST score 


38 


E value 


6.0e-12 


Match length 


167 


% identity 


85 


NCBI Description 


ru.ajjiuuyoxo unci J- J. alia <^lli_ kJlLl^j o L/lLLt: X Ctt.^ I! llrll j ycllLJIltXL* 




secruence* coitiolete seauence FArabidonsis thalianal 


Seq. No. 


200883 


Seq. ID 


LIB3048-010-Q1-L1-B2 


Method 


BLASTX 


NCBI GI 


gll69782 


BLAST score 


304 


E value 


9.0e-28 


Match length 


74 


%. identity 


76 



NCBI Description FUSCA PROTEIN FUS6 >gi_432446 (L26498) FUS6 [Arabidopsis 



27229 



tha liana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200884 

LIB3048-010-Q1-L1-B3 

BLASTX 

g3080401 

388 

9.0e-38 

106 
71 

(AL022603) putative protein [Arabidopsis thaliana] 
>gi_4455265_emb_CAB36801.1_ (AL035527) putative protein 
[Arabidopsis thaliana] 



Seq. No. 


200885 


beq. iu 


lil do U 4 o~UlU~yi~J-il""r>0 


Method 


"DT 7\ CTV 
D-LAb 1 A 


JNCdI bl 


go4 y^5i / z 


BiiAb i score 


Jf± / 


E value 


4 . Ue-oo 


Match length 


/ 9 


% identity 


O / 


NCBI Description 


noer annexm [uossypium mrsuLUiuj 


beq. no. 


zUU o o o 


Seq. ID 


LIB3048-010-Q1-L1-B9 


Method 


BLASTX 


NCBI GI 


gl364161 


BLAST score 


c o n 

589 


E value 


3. Oe-61 


Match length 


1 O T 
1Z 1 


% identity 


88 


NCBI Description 


thiolase precursor, peroxisomal - ripe mango 


beq. wo. 


Z UUoo / 


beq. iu 


T TR^OAR — Pll fl— ni — T 1 — PI 

iiioju^o uiu yi jji ui 


Method 


BLASTX 


NCBI GI 


g3287693 


BLAST score 


680 


E value 


8.0e-72 


Match length 


137 


% identity 


92 


NCBI Description 


(AC003979) Similar to LIM17 gene product gb_1653769 




the genome of Synechocystis sp. gb_D90916. [Arabidoj 




thaliana] 


Seq. No. 


200888 


Seq. ID 


LIB3048-010-Q1-L1-C10 


Method 


BLASTX 


NCBI GI 


g4105798 


BLAST score 


482 


E value 


1.0e-48 


Match length 


101 


% identity 


75 


NCBI Description 


(AF049930) PGP237-11 [Petunia x hybrida] 



Seq. No. 



200889 



27230 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3048-010-Q1-L1-C11 

BLASTX 

g4262250 

446 

2.0e-44 

125 

76 

(AC006200) putative aldolase [Arabidopsis thaliana] 
200890 

LIB3048-010-Q1-L1-C12 

BLASTX 

g4455223 

431 

1.0e-42 

127 
25 

(AL035440) putative DNA binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200891 

LIB3048-010-Q1-L1-C2 

BLASTX 

g2129597 

540 

2.0e-55 

107 

95 

glutamate dehydrogenase 1 - Arabidopsis thaliana 
>gi_1098960 (U37771) glutamate dehydrogenase 1 [Arabidopsis 
thaliana] >gi__1293095 (U53527) glutamate dehydrogenase 1 
[Arabidopsis thaliana] 

200892 

LIB3048-010-Q1-L1-C3 

BLASTX 

g2440035 

392 

3.0e-38 

112 

54 

(X98544) endo-1, 4-beta-glucanase [Arabidopsis thaliana] 
200893 

LIB3048-010-Q1-L1-C4 

BLASTX 

g3402693 

158 

1.0e-10 

88 
44 

(AC004697) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



200894 

LIB3048-010-Q1-L1-C6 

BLASTX 

g4432844 



27231 



II 



BLAST score 


194 


J-j value 


8 Oe-15 


I v le±L.L,Il leiiyuil 


84 


■§ xu.enuxL.y 


•J X 




fAPflnfi^R"^ nnknnwn nrofpin rAralrn doDsis fchalianal 

^ U v v^- U *J / l_J.ll JVl i^JVYll V-/ X. V./ t-» w -1- 11 Liii. Q -L. £S w -L. u? l_.LJ.U-L._L. <— i J. J 


oeq • ino • 




UC^t X u 


LIB^048-010-Ol-Ll-C7 

iJXD JU" v U X U Sd X JJ1 s^r 


Mo i~ n r"iH 


RT.ASTX 


NCBI GI 


g3549691 


BLAST score 


594 


Hi vaXUc 




L v ld LOll XCliy L.II 


1 ^4 




7 £ 

/ D 


KIPRT riocpri n1~ n on 
LMUDl UtSooX Xp LIUli 


fA.TfnnRO'M fhsnTnat i n— 1 1 nrofpin PR— 5b TCicer ariet inuml 


oeq. INO. 






T,TR?fi4R-f)1 D-OI —T.I -D1 0 


Mo "t~ n oo* 


oxxrio ia 


MPRT P.T 




BLAST score 


370 


E value 


2.0e-35 


rlaUCIi xeiiytll 


Q7 


9- n Ari 4- -5 4~ t t 

•s laenLiLy 




inodx uescxxpxxoii 


^ 7\ T H4Q1 71 ^ nT7rAr\h o onh a +- o Honon Hont" nhn^nh o f ti i n+Ti — 1 - Vi naqp 

\ Jr\±j U4 31 / l J PY x, upiiu opilct uc Hep cilvJ. till L. piiuopuuii U.L*U.W x Miiaoc 




[nldDlUOpblo LXldJ — LalldJ 


oeq. ino. 


OAAR Q7 


Qoo m 
oe<5« XL/ 


IilDjUriO UiU Xjx U±£. 


Moi - oo 1 


RT.A9TY 


IN^OX VjX 


rr^A 99nn 


tsjjAo i score 




E value 


1.0e-31 


Match length 


123 


"5 Hani" i "Htz 

is xueiitxxy 




jnodx uescrxpuxon 


fiypoL.n@ ticai protein garuen aspaiayuo 




>gi 40/i eiriD L-ttii04DZD tA/ /jzuj uiiKnown [-"-sparayus 




OX XXOXllctXXo J 


beq. wo. 


onno qq 


oeq. xu 


XjXXjOUftO UXU ^X XjX JJ4 


Mof Vi Of! 
IXietllOU 


RT.ACJTY 


IN^DX oX 


rrl 70 fi"39 ^ 


DXiriOl scoxe 


jOI 


Hi Value 




Match length 


122 


% identity 


61 


INODX UcSCiipLlOIl 


DRNTTRTMF HFP ARRHYYT.A^P ^OnP^ >rri 9118949 ri"i r ^^54704 




ornitniiie aecaxooxyxase ^.1.1.1/; jiiiLSunweeu 




->gi c5 / iuuo eiuD UAifiOXXZx ^Ao/ofi/) ornxunxne aecarxjoxyxa.se 




[UdLuld o T-x dillO II X LUll J 


Seq. No. 


200899 


Seq. ID 


LIB304 8-010-Q1-L1-D5 


Method 


BLASTN 


NCBI GI 


gl2262 


BLAST score 


37 



27232 



E value 
Match length 
% identity 
NCBI Description 



2.0e-ll 

127 

67 

Spinach plastid genes infA, rps 11 and rpoA for initiation 
factor IF-1, ribosomal protein Sll and RNA polymerase alpha 
subunit 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200900 

LIB3048-010-Q1-L1-D6 

BLASTX 

g4539423 

522 

2.0e-53 

120 

82 

(AL049171) pyrophosphate-dependent phosphof ructo-l-kinase 
[Arabidopsis thaliana] 



Seq. No. 


zuuyui 


oeq. iu 


t yR^nii Q— n i n— m — t i —no 

LIdjU^C; UiU yi ill 


Method 


rjT 7\ O rpv 

BLAbTX 


NCBI GI 


gioooyuo 


BLAST score 


4 Ul 


E value 


4 . ue~j y 


Match length' 


113 


% identity 


69 


NCBI Description 


(YlUouy) dZIP DNA-Dinamg protein [P^troselmum crispumj 


Seq. No. 


r\ r\ r\ r\ 

200902 


beq. lu 


lil s5o U 4 o — U 1 U— U-L ~lt 1 1 U 


Method 


BLASTX 


NCBI GI 


gl00487 


BLAST score 


I/O 

14o 


TP tT ^ 1 n 

& value 


/ • ue u :? 


Match length 


63 


% identity 


52 


NCBI Description 


TNP1 protein - garden snapdragon >gi 16057 emb CAA40554 




(X57297) TNP1 [Antirrhinum ma jus] 


Seq. No. 


200903 


Seq. ID 


LIB3048-010-Q1-L1-E11 


Method 


BLASTX 


NCBI GI 


gl488521 


BLAST score 


485 


E value 


5.0e-49 


Match length 


124 


% identity 


77 


NCBI Description 


(X99938) RNA helicase [Arabidopsis thaliana] 


Seq. No. 


200904 


Seq. ID 


LIB3048-010-Q1-L1-E12 


Method 


BLASTX 


NCBI GI 


g2088651 


BLAST score 


297 


E value 


6.0e-27 


Match length 


111 


% identity 


51 



27233 




NCBI Description (AF002109) hypersensitivity-related gene 201 isolog 
[Arabidopsis thaliana] 



Sea. No. 


200905 


Seq. ID 


LIB3048-010-Q1-L1-E2 


Method 


BLASTX 


NCRT QT 




BLAST score* 


277 


1— J V CI X LA C 




Match lpnath 


98 


9; "1 /H C» Tl H — I \-\T 

is lUciiuiLy 


X O 


L^Dl L/COL-J L jJ * L^Jll 


^nUUUU JUU j Li L. d L. X V c yiUuUOC XiHJ.U.L^CLl LcpiCDOUI JJIULcJ.ll 




[ m Qvi. UVJ k/w X u L-1J.G1.-I LQ11CI J 


Sea No 


200906 


Seq. ID 


LIB3048-010-Q1-L1-E5 


Method 


BLASTX 




y %j *c .7 / vjo 


D±j£\0 J. o HJX t: 


769 


Hi VcL-LUc 




liatuii xdJ.yL.ii 


on 


xaenuxty 




jnujdi uescrxpuxon 


(AF000142) class II knotted-like hoitieodomain protein 




LXiycopersxcon escuxenuuirij 


Seq. No. 


200907 


Seq. ID 


LIB3048-010-Q1-L1-F1 




rSXifiO 1 A 


1N^X3± OX 


g^ OOi7 / 13 


.Dii/ibi score 




W T7"S 1 IIP 
J_j v d -L UC 


o np-44 


rJatcn xengtn 


1 oc 

X-iO 


t> lueniity 


7 9 


iN^Dl L/COL.lX^/LlUH 


\tJ-?/x/0; cSlUIly d L1UI1 idLLUI Z L^^^-ci VUlydrib J 


Sea No 


200908 


Seq. ID 


LIB3048-010-Q1-L1-F10 


Method 


BLASTX 


ViK^lD X 




o Jjrio 1 bLUIc 


1 79 
X / Z 


E value 




LuaLtn xeiiy L-ii 


Q7 


xaenxxty 


/ 9 


nldi uescrxpr.xon 


(.u/Uoooj similar to tne KAb gene ramily L^3-®nornaDOixtis 




eieyans j 


Seq. No. 


200909 


Seq. ID 


LIB3048-010-Q1-L1-F11 






NCBI GI 


g2353183 


BLAST score 


155 


E value 


3.0e-10 


Match length 


125 


% identity 


31 


NCBI Description 


(AF015566) CtrA [Dictyostelium discoideum] 


Seq. No. 


200910 



27234 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3048-010-Q1-L1-F2 

BLASTX 

g2230757 

179 

1.0e-13 

58 

59 

(Y11969) dnaJ-like protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200911 

LIB3048-010-Q1-L1-F6 

BLASTX 

g3582328 

284 

2.0e-25 

109 
50 

(AC005496) hypothetical protein [Arabidopsis thaliana] 
200912 

LIB3048-010-Q1-L1-F7 

BLASTX 

gl346387 

603 

8.0e-63 

131 

89 

KNOTTED-LIKE HOMEOBOX PROTEIN 3 >gi__1045042_emb_CAA63130_ 
(X92392) KNAT3 homeobox protein [Arabidopsis thaliana] 
>gi_4063731 (AC006259) KNAT3 homeodomain protein 
[Arabidopsis thaliana] 

200913 

LIB3048-010-Q1-L1-F8 

BLASTX 

g267146 

295 

7.0e-27 

70 
74 

DNA TOPOISOMERASE I >gi_997 62_pir S22864 DNA topoi some rase 

(EC 5.99.1.2) I - Arabidopsis thaliana 
>gi_16558_emb_CAA4 0763_ (X57544) topoisomerase I 

[Arabidopsis thaliana] >gi_445137_prf 1908437A 

topoisomerase I [Arabidopsis thaliana] 

200914 

LIB3048-010-Q1-L1-F9 

BLASTX 

g543867 

372 

9.0e-36 

101 
80 

ATP SYNTHASE GAMMA CHAIN, MITOCHONDRIAL PRECURSOR 

>gi_1076684_pir A47493 H+-transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor - sweet potato 



27235 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_303626_dbj_BAA03526_ (D14699) Fl-ATPase gammma subunit 
[Ipomoea batatas] 

200915 

LIB3048-010-Q1-L1-G1 

BLASTX 

gl36739 

233 

7.0e-20 

72 

64 

UTP— GLUCOSE-1-PHOSPHATE URIDYLYLTRANSFERASE (UDP-GLUCOSE 

PYROPHOSPHORYLASE) (UDPGP) >gi_67061_pir XNPOU 

UTP — glucose-l-phosphate uridylyltransf erase (EC 2.7.7.9) - 
potato >gi_218001_dbj_BAA00570_ (D00667) UDP-glucose 
pyrophosphorylase precursor [Solanum tuberosum] 



beq. no. 


zuuyio 


Seq. ID 


LI Bo U 4 o-UlU-y l-Ll-blU 


Method 


nT 71 ri m V 

BLAoTX 


VT/™ 1 D T C T 

NCBI bl 


gi 1 / booo 


BLAST score 


lo4 


E value 


3 . ue-10 


Match length 


ou 


% identity 


oz 


NCBI Description 


Hi FUlHJul 1CAL ZUU.O J\D FKUIUjIIN BUZZo.Z IN tnKv. 




>gi_726363 (U23168) No definition line found 




[Caenorhabditis elegans] 


Seq. No. 


200917 


Seq. ID 


LIB3048-010-Q1-L1-G11 


Method 


DT 71 O rn"v 

BLAb IX 


NCBI GI 


g2623299 


BLAST score 


282 


E value 




Match length 


97 


% identity 


55 


NCBI Description 


(AC002409) hypothetical protein [Arabidopsis 


Seq. No. 


200918 


Seq. ID 


LIB3048-010-Q1-L1-G2 


Method 


BLASTX 


NCBI GI 


g3184082 


BLAST score 


230 


E value 


3.0e-19 


Match length 


99 


% identity 


44 


NCBI Description 


(AL023781) N-terminal acetyltransf erase 1 




[Schizosaccharomyces pombe] 


Seq. No. 


200919 


Seq. ID 


LIB3048-010-Q1-L1-G4 


Method 


BLASTX 


NCBI GI 


g2827546 


BLAST score 


172 


E value 


7.0e-13 


Match length 


61 



II 



27236 



% identity 

NCBI Description 



57 

(AL021635) cytochrome P450 like protein [Arabidopsis 
thaliana] 



Seq. No. 


200920 


Sea. ID 


LIB3048-010-O1-L1-G7 


Mf»i"hod 


BLASTX 


NCBI GI 


Q2959781 


BLAST score 


586 


x^i v x 


7.0e-61 


Msi"pH 1 pnrri'h 

lIuLoll _L.diy Lli 


129 


% identity 


84 


NCBI Description 


(AJ223508) Zwille protein [Arabidopsis thaliana] 


Seq. No. 


200921 


Seq. ID 


LIB3048-010-Q1-L1-G8 


Method 


BLASTX 


NCR! GT 


a2809326 

VJ C-m \J \J \J 


BLAST score 


294 


j_t v ax lav? 


1 Oe-26 


riciL-Oll icily Lll 


79 


S; -i Hpn1~ i 1" v 


73 




\\j / \j k) *j ) Lix iL-aoc xx [_ r iiai3CU±u.o v lily ai id j 


Seq. No. 


200922 


Seq. ID 


LIB3048-010-Q1-L1-G9 


Mdi* In nH 


OlJ.ri.iJ 1 Z\. 


IN^Dl Ol 




ounoi o ^ ^ x " 


-j 


1 11(0 
Hi value 


J • L/C »■/ / 


M^i"ph 1 p>ti rrf* 

HCLL.V-'lI ICtiy L.i.J. 


1 23 

16 J 




87 


NCBI Dpsrr int ion 


(AL04 9171} d vr onh o scha t e - dpDendpnt ohosohof ructo- 




[Arabidopsis thaliana] 


Seq, No. 


200923 


Seq. ID 


LIB3048-010-Q1-L1-H1 


Method 


BLASTX 


NCBI GI 


g2129769 


BLAST score 


274 


E value 


1. 0e-26 


Match length 


86 


% identity 


73 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



xyloglucan endo-transglycosylase precursor - Arabidopsis 
thaliana >gi_944810_dbj_BAA09783_ (D63508) endo-xyloglucan 
transferase [Arabidopsis thaliana] 

200924 

LIB3048-010-Q1-L1-H11 

BLASTX 

gl076386 

643 

2.0e-67 

129 

93 

protein kinase ADK1 - Arabidopsis thaliana >gi_1216484 
(U48779) dual specificity kinase 1 [Arabidopsis thaliana] 



27237 



Seq. No. 


200925 


Seq. ID 


LIB3048-010-Q1-L1-H3 


Method 


BLASTX 


NCBI GI 


g3775985 


BLAST score 


392 


E valup 


4.0e-38 


M^tch 1 nrrt" h> 

L iU LOU x^llU L>1X 


90 




83 


1M\^1JX J—/ v3* O v-* J l_ C> -1- \J 1 1 


(AiTOIC^Sfil RNA h^lira^p r AraHi (inn^n <=; thalianal 

\riU vXvls/u J IviNii 1 1 "3- J LLfClOC [ill Gil*/ Ks & -L. i-J LI1C1J LQ11CI j 


Seq. No. 


200926 


Seq. ID 


LIB3048-010-Q1-L1-H6 


Method 


BLASTX 


NCBI GI 


g4539315 


BLAST score 


276 


V, va 1 ne* 

J—J V ^i. -i. 


2 0e-24 


Matrh 1 pncrth 


145 


& i Hpnt" i 1" v 


46 


NCBI Description 


(AL035679) putative zinc finger protein [Arabidopsis 




f ha 1 "i ana 1 


Seq. No. 


200927 


Seq. ID 


LIB3048-011-Q1-L1-A10 


Method 


BLASTX 


NCBI GI 


g3142303 


BLAST score 


277 


E value 


1.0e-24 


Match length 


138 


% identity 


41 



NCBI Description (AC002411) Strong similarity to MRP-like ABC transporter 



gb_U92650 from A. thaliana and canalicular multi-drug 
resistance protein gb_L49379 from Rattus norvegicus. 
[Arabidopsis thaliana] 



Seq. No. 


200928 


Seq. ID 


LIB3048-011-Q1-L1-A11 


Method 


BLASTX 


NCBI GI 


g529353 


BLAST score 


226 


E value 


1.0e-18 


Match length 


76 


% identity 


55 


NCBI Description 


(U12757) diphenol oxidase [Acer pseudoplatanus] 


Seq. No. 


200929 


Seq. ID 


LIB3048-011-Q1-L1-A12 


Method 


BLASTX 


NCBI GI 


g2213534 


BLAST score 


236 


E value 


8*0e-20 


Match length 


71 


% identity 


66 


NCBI Description 


(X98739) DNA-binding PDl-like protein [Pisum sativum] 


Seq. No. 


200930 


Seq. ID 


LIB3048-011-Q1-L1-A2 



27238 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTN 

g2829205 

143 

1.0e-74 

396 

20 

Gossypium hirsutum cultivar Siokra 1-2 proline-rich protein 
precursor (PRP) mRNA, complete cds 

200931 

LIB3048-011-Q1-L1-A3 

BLASTX 

gll6923 

258 

2.0e-22 

105 

57 

COATOMER BETA SUBUNIT (BETA-COAT PROTEIN) (BETA-COP) 

>gi_111414_pir S13520 beta-COP protein - rat 

>gi_55819_emb_CAA40505_ (X57228) beta COP [Rattus 
norvegicus] 

200932 

LIB3048-011-Q1-L1-A4 

BLASTX 

g4455340 

325 

3.0e-32 

103 

68 

(AL035522) putative protein [Arabidopsis thaliana] 
200933 

LIB3048-011-Q1-L1-A5 

BLASTX 

g4539400 

409 

3.0e-42 

107 
72 

(AL035526) putative protein [Arabidopsis thaliana] 
200934 

LIB3048-011-Q1-L1-A6 

BLASTX 

g2369714 

614 

4.0e-64 

124 

93 

(Z97178) elongation factor 2 [Beta vulgaris] 
200935 

LIB3048-011-Q1-L1-A8 

BLASTX 

gl255951 

499 



27239 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



8.0e-61 

134 

78 

(X96932) PS60 [Nicotiana- tabacum] 
200936 

LIB3048-011-Q1-L1-A9 

BLASTX 

gl361983 

486 

4.0e-4 9 

136 

73 

ARP protein - Arabidopsis thaliana >gi_886434_emb_CAA89858_ 
(Z49776) ARP protein [Arabidopsis thaliana] 



Seq. No. 




Seq. ID 


LIB3048-0H-Q1-L1-B10 


Method 


BLASTX 


NCBI GI 


g2369714 


BLAST score 


366 


E value 


2 . 0e-3o 


Match length 


83 


% identity 


O 1 


NCBI Description 


(Z97178) elongation factor 


Seq. No. 


200938 


Seq. ID 


LIB3048-011-Q1-L1-B11 


Method 


BLASTX 


NCBI GI 


g3152603 


BLAST score 


293 


E value 


2.0e-26 


Match length 


93 


% identity 


57 


NCBI Description 


(AC004482) unknown protein 


Seq. No. 


200939 


Seq. ID 


LIB3048-011-Q1-L1-B2 


Method 


BLASTX 


NCBI GI 


g2146797 


BLAST score 


565 


E value 


2.0e-58 


Match length 


131 


% identity 


80 


NCBI Description 


protein disulf ide-isomerase 



2 [Beta vulgaris] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Mat civ length 
% identity 



(EC 5.3.4.1) - Castor bean 
>gi_1134968 (U41385) protein disulphide isomerase PDI 

[Ricinus communis] >gi_1587210_prf 2206331A protein 

disulfide isomerase [Ricinus communis] 

200940 

LIB3048-011-Q1-L1-B4 

BLASTX 

g3334138 

435 

4.0e-43 

93 

84 



27240 



NCBI Description CALNEXIN HOM0L0G PRECURSOR >gi_669003 (U20502) calnexin 
[Glycine max] 



Seq. No. 


200941 


Seq. ID 


LIB3048-011-Q1-L1-B5 


MpthoH 


BLASTX 


NPRT QT 

Vi vJJ J. ul 


a3158376 


DiiflO ± OL-Ui-C 


J. 


R 1 11 P 


8 . Oe-18 




59 


& n Hon +■ t 
o _LkJ.t;ii i — <-\~y 


71 


NPRT npqrr ir>tion 


(AF035385) unknown [Arabidopsis 


Seq. No. 


200942 


Seq. ID 


LIB3048-011-Q1-L1-B8 


Method 


BLASTN 


NCBI GI 


g4388705 


BLAST score 


39 


E value 


2.0e-12 


Match length 


103 


% identity 


90 


NCBI Description 


Arabidopsis thaliana chromosome 



I BAG F20D21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


200943 


Seq. ID 


LIB3048-011-Q1-L1-B9 


Method 


BLASTX 


NCBI GI 


g3775985 


BLAST score 


418 


E value 


4.0e-41 


Match length 


96 


% identity 


83 


NCBI Description 


(AJ010456) RNA helicase [Arabidopsis thaliana] 


Seq. No. 


200944 


Seq. ID 


LIB3048-011-Q1-L1-C1 


Method 


BLASTX 


NCBI GI 


gl33940 


BLAST score 


492 


E value 


8.0e-50 


Match length 


114 


% identity 


89 


NCBI Description 


4 OS RIBOSOMAL PROTEIN S3A (S1A) >gi 7 0851 pir ] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



R3XL3A 

ribosomal protein S3a - African clawed frog 
>gi_65091_emb_CAA40592_ (X57322) ribosomal protein Sla 
[Xenopus laevis] 

200945 

LIB3048-011-Q1-L1-C10 

BLASTX 

g3204134 

339 

2.0e-32 

68 

85 

(AJ006771) beta-galactosidase [Cicer arietinum] 



27241 



Qarr Kirs 
o C q • IN U . 


20094 6 


^prr TD 

uc^ ■ xu 


LIB3048-011-O1-L1-C12 


Mpt hod 


BLASTX 


NCBI GI 


gl67367 


BLAST score 


377 


F T7"^ 1 lip 
J— i v CLJL U.C 


1 Oe-36 


L v la LOll XCliy L-Ii 


o o 




8S 


NPRT Dp^rrinfi on 

L\ i—> X LJx^s O l~,_L. ^ 


(L08199) peroxidase [Gossypiuia hirsutum] 


OcCJ • 1NU • 






LIB3048-011-O1-L1-C2 


Mot hoH 

LiC 1— 11VJ vJ. 


BLASTX 


IN V_,D X LJX 


nr480297 




O ri <£. 


E value 


2.0e-32 


Match length 


92 


£■ -j H pn t *J 

O 1UC11L.JL 


70 


IN^XjX L/t5oOX X£> LXU11 


nlvrnnrni-pin F.P1 - rarrof >ai 349437 (L16983) 




W-rrl vnnqvl at i on qitp*?' M 30 T38) f244 2521. f352. 




f734 742) f 7 4 R 756), (865 873) TDaucus carota] 


oeq. NO. 




oeq, xu 


T,TU^n48-m 1 -D1 -T.I -CS 

XiXOJUrtO UXX V- 1 - Xj X V-^J 




oXxrio 1A 


NCBI GI 


g3924598 


BLAST score 


147 


vdiue 


9 Ho — fl Q 


iyiai.cn lengtn 


/ O 


% identity 


jj 


xn^xjx ucoui xy> t LUii 


raF(1fiQ449\ nnt*at"i nxidnrpHnrta^p F AirabidoDsis thai 


oeq • 1NO . 






T.TR^fl48-fj1 1 -Ol -T.I -P6 

XlXDJUl O UXX \/ X XJ X \J 


Mot h 


RT.A^TX 


NCBI GI 


g2290683 


BLAST score 


258 


T Tra lino 


i np-?? 


Lud XfcJliyL.il 


ou 


% xuent.ix.y 


7ft 
/ o 


KfPRT Pjp<?r"'T""i Tit i on 


^AFnnni3fi) hscji p r , pllnl^cip» rPitT*n e ? ^in^nsisl 

\^l£ U u v i J u } JJaSXL ^CXlUXaOC [UXUl UO OXliCliuXiJ J 


oeq. wo* 




q orr t n 

otsq • 


T TU^n4ft-01 1 -Ol -T.I -Pft 
XilDJulO uxx S&x xj x v_o 


Mot - n 

1 it; L.ii^_/LX 




NCBI GI 


g!495251 


BLAST score 


252 


T7 1 tt ^ 1 n a 

X1j VdlUS 






1 m 

iUl 


% identity 


OZ 


inodi uescripiion 


^ r 7'70'?'l A \ ha3+' — ciVinpl' nrntoi n r UraKi H nn o-i o fhs 1 i anal 
tZi/UOX»tJ ileal SilOCK pxULcin lf\xaJL>XvJ.U^->oXo LIla.XXcl.ilci J 


Seq. No. 


200951 


Seq. ID 


LIB3048-011-Q1-L1-C9 


Method 


BLASTX 


NCBI GI 


g4185136 


BLAST score 


472 



27242 



E value 


2.0e-47 


Match length 


136 


& "i Hpnt" 1 1 v 

O -i- ^ il U -L y 


63 




( ACOO 57 9 4 ^ nntstivp 1~T"pha 1 n^p— fi— 'nhin c ?'nha"hp vn t h a ^ p 




r ATahi dnri^ "i <3 thai ianal 

|_ ill. Cli^s -L. O -L O l_. 1 ±CL J LCL1XCLJ 


• Vi \J • 


200952 


Seq. ID 


LIB3048-011-Q1-L1-D10 


Method 


BLASTX 


NCBI GI 


g2956783 


BLAST score 


315 


E value 


5.0e-29 


Match lpnath 


137 


3: -j Hpn1~ 1 t"V 
O J- UC 1 1 1— _L y 


49 


WCRT r)P9PT"i nt"i on 


fATiO^^IO^^ Tnannn^p— fi— rifar)^'r>ha1~p i ^mnpTa^p 




[ uUUXoUOu^UllulUlU^UCO ^ Willi-/ C J 


Qprr Ma 


200953 


Sea ID 


LIB3048-011-O1-L1-D11 


Method 


BLASTX 


NCBI GI 


g4263792 


BLAST score 


431 


X-i v a J. LAC 


3 . Oe-43 


Ma +■ An 1 onrr+*h 


116 

xxu 


9; "i Hon! - "i "i~ \r 


7R 


NCBI Descriotion 


{ AC 00 fiO fifl \ unknown rjT*o1~pi n [ At^TtH Hatho i t*ha 1 i anal 


Op« Ma 


900Q54 


Sea ID 


LIB3048-011-O1-L1-D2 


Method 


BLASTX 


NCBI GI 


g606942 


BLAST score 


180 


i-i V CIX LLC 


4 Op-13 


Ma 1~ a n 1 on n"h Vi 






54 


NCRT Dpc-py "i ml - "i nn 


ffTI '^'7^0^ nn Vn nun f^riQQ^mi nrn ni r^nniml 

\ \J X -J / \J\J } Hi 1A.11UW11 [_ VJ(J o O yMJ> LULL 11X X O LI L. LLLLL J 


JClji Vi \J * 


200955 

£. \J \J U %J >J 


Sea ID 


LIB304 8-011-O1-L1-D5 


Method 


BLASTX 


NCBI GI 


a!709498 


BLAST score 


582 


T<! 1 no 
j-i v ax Lie 


2 0p-^0 


Match length 


122 


% identity 


82 


MCRT Dp<?pri nfi nn 

J-N \_^J_) J. UCOLi.iULXUu 


O^MOTTN-T.TKF PROTFTNT O^M^i PRTCTTR^OR 

vJl 1\J X X LN XtXrVHi IT XVtJ Jl £j X IN vOnJI i rvj-j^ U I\0 ^_/£\ 




*!>m T^h^OriT t~\ "I t~ a crnnt" ■? n htopi it-gat* — Zivahi An ■ 
1 IJUiUUl pXi OJ / Jil (JoXLLvJ L. XII picL-UI OUI raX ClU X . 




fhaTiana >rrT Rff 7 ^QO pmh CAAfi1411 (YftQOnR^ n<?Tnri1- i n 




TArabidoDsis thalianal 


Onrr Ma 




Seq. ID 


LIB3048-011-Q1-L1-D7 


Method 


BLASTX 


NCBI GI 


g2827715 


BLAST score 


429 


E value 


2.0e-42 


Match length 


110 



27243 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



10 

(AL021684) receptor protein kinase 
[Arabidopsis thaliana] 

200957 

LIB3048-011-Q1-L1-D8 
BLASTX 
g!723119 
152 

4.0e-10 

91 
31 

HYPOTHETICAL PROTEIN KIAA0174 >gi 
(D79996) KIAA0174 [Homo sapiens] 

200958 

LIB3048-011-Q1-L1-E1 

BLASTX 

g421929 

382 

4.0e-37 

99 

12 

ubiquitin - tomato >gi_312160_emb_CAA5167 9_ 
ubiquitin [Lycopersicon esculentum] 



like protein 



1136408__dbj_BAA114 91_ 



(X73156) 



Seq. No. 


200959 


Seq. ID 


LIB3048-011-Q1-L1-E10 


Method 


BLASTX 


NCBI GI 


g3393062 


BLAST score 


307 


E value 


2.0e-28 


Match length 


83 


% identity 


61 


NCBI Description 


(Y17386) putative In2.1 protein 


Seq. No. 


200960 


Seq. ID 


LIB3048-011-Q1-L1-E11 


Method 


BLASTX 


NCBI GI 


g3158376 


BLAST score 


457 


E value 


1.0e-45 


Match length 


123 


% identity 


74 


NCBI Description 


(AF035385) unknown [Arabidopsis 


Seq. No. 


200961 


Seq. ID 


LIB3048-011-Q1-L1-E12 


Method 


BLASTX 


NCBI GI 


g3687235 


BLAST score 


296 


E value 


8.0e-27 


Match length 


103 


% identity 


61 


NCBI Description 


(AC005169) putative copia-like ■ 



[Triticum aestivum] 



[Arabidopsis thaliana] 



27244 



Sea No 


200962 

4-1 \J \J ~S \J L-t 


Seq. ID 


LIB3048-011-Q1-L1-E2 


Method 


BLASTX 


NCBI GI 


g3402693 


BLAST score 


140 


E valup 

J—J V Ca^L La <^ 


1 . 0e-08 


M^i~ph T pnrrth 


84 


O lUCHUlLy 


43 


NORT npsrri nl"! on 


fAr , OD4fiQ*7^ nn Vn own rimfpi n fAv^Tni Hnn cjtq t"hp 1 i ans 

U J / } U.1 1 JVl 1L/W11 ^>>J- L. C; X 11 [_iTkX. CIJJXU.UUO J_ O LJilClXxClllCl 


w C » L\\J » 


20096^ 


Seq. ID 


LIB3048-011-O1-L1-E4 


Method 


BLASTX 


NCBI GI 


gl407705 


BLAST score 


551 


E value 


1 . Oe-56 


Match l^nnth 


127 


% \ Hpnf t +■ v 


82 


NCBI Dpsrrint i on 

XH W XJ -i- X>" fcj X. .X. lw _1_ 1 X 


\\J\JKJ£*\J£*J XXywAy^ CllCliDC L wvluil UJ.LL L. U.Jw' ™ X. "w/ O LULL j 


Spct No 


200964 

VJ u ^ u *± 


Seq. ID 


LIB3048-011-O1-L1-E6 


Method 


BLASTX 


NCBI GI 


g3419681 


BLAST score 


331 


F. vfl 1 n a 

J_l v a -1_ LX\3 


6 . Oe-31 


Match 1 Ann"i~h 


1 24 


^ luciiti ty 


~t o 


NCRT flA^cri nl - i on 








Seq. ID 


LIB3048-011-O1-L1-E7 


Method 


BLASTX 


NCBI GI 


g3204134 


BLAST score 


474 


F. 1 n a 

■Imt V U.J.UU 


9 Oa-48 


Match 1 Anrrth 


121 


o xucii L>y 


6? 


NCBT Dp^rri nt i on 

IWUX L/Cij OX XU L X<tyii 


^ r^.w vjuvj / ' j. y jjc uct yuxau LUoxuaoc [^luci cix. J_ " i liilllll j 


Sea No 


200966 


Seq. ID 


LIB3048-011-O1 -T.I -FR 


Method 


BLASTX 


NCBI GI 


g4262174 


BLAST score 


420 


F lnp 

X-l VCLXUC 


1 • UC 11 


Match 1 pntrhn 


103 


^ xUcllLluy 


71 


NCBI De^cri nt i nn 


fACOOSSOfH 90SFI r Ar*ab-i Hone? -i c; i-hsl -i anal 






Seq. ID 


LIB3048-011-O1-L1-F11 


Method 


BLASTX 


NCBI GI 


gl30582 


BLAST score 


249 


E value 


3.0e-21 


Match length 


130 



27245 



% identity 

NCBI Description 



38 

RETROVIRUS -RELATED POL POLYPROTEIN FROM TRANSPOSON TNT 1-94 
[CONTAINS: PROTEASE ; REVERSE TRANSCRIPTASE ; ENDONUCLEASE] 

>gi_100342_pir S04273 hypothetical protein - common 

tobacco >gi_20045_emb_CAA32025__ (X13777) ORF [Nicotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



200968 

LIB3048-011-Q1-L1-F3 

BLASTX 

g2462746 

462 

3.0e-46 
109 
80 

(AC002292) 
thaliana] 



Similar to ATP-citrate-lyase [Arabidopsis 



200969 

LIB3048-011-Q1-L1-F4 

BLASTN 

gl841463 

38 

5.0e-12 

62 

90 

N. tabacum mRNA for LIM-domain protein 
200970 

LIB3048-011-Q1-L1-F6 

BLASTX 

g483057 

174 

1.0e-12 

68 

49 

hypothetical protein (xylB 5' region) - Butyrivibrio 
fibrisolvens (fragment) >gi_144165 (M55537) ORF1 
[Butyrivibrio fibrisolvens] 

200971 

LIB3048-011-Q1-L1-F7 

BLASTX 

g2465923 

556 

3.0e-57 

135 
75 

(AF024648) receptor-like serine/threonine kinase 
[Arabidopsis thaliana] 

200972 

LIB3048-011-Q1-L1-F8 

BLASTX 

g2129921 

150 

6.0e-10 



27246 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



43 
70 

hypothetical protein 1 - Madagascar periwinkle >gi_758694 
(U12573) putative [Catharanthus roseus] 

200973 

LIB3048-011-Q1-L1-F9 

BLASTX 

g2398521 

340 

6.0e-32 

116 

60 

(Y13720) transcription factor [Arabidopsis thaliana] 
200974 

LIB3048-011-Q1-L1-G1 

BLASTX 

g3834309 

203 

5.0e-16 

63 

56 

(AC005679) Strong similarity to glycoprotein EP1 gb_L16983 
Daucus carota and a member of S locus glycoprotein family 
PF_00954. ESTs gb_F13813, gb_T21052, gb_R30218 and 
gb_W43262 come from this gene. [Arabidopsis thaliana] 

200975 

LIB3048-011-Q1-L1-G10 

BLASTX 

g4539423 

587 

6.0e-61 

133 
85 

(AL049171) pyrophosphate-dependent phosphof ructo-l-kinase 
[Arabidopsis thaliana] 

200976 

LIB3048-011-Q1-L1-G2 

BLASTX 

g3249105 

145 

4.0e-09 

72 

54 

(AC003114) Contains similarity to protein phosphatase 2C 
(ABI1) gb_X78886 from A. thaliana. [Arabidopsis thaliana] 

200977 

LIB3048-011-Q1-L1-G5 

BLASTX 

gll69782 

504 

8.0e-52 
142 



27247 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



73 

FUSCA PROTEIN FUS6 >gi_432446 
thaliana] 



(L264 98) FUS6 [Arabidopsis 



200978 

LIB3048-011-Q1-L1-G7 

BLASTX 

gl706918 

315 

5.0e-29 

126 

48 

FLAVONOL S UL FOTRANS FERASE - L I KE >gi__498647 (U10277) 
sulfotransf erase-like flavonol [Flaveria bidentis] 



Seq. No. 


zuuy / y 


Seq. ID 


LIBJU4 o-Ull-QI-Ll-Go 


Method 


BLASTX 




gzo y / oz o 


BLAST score 


271 


E value 


7 . Oe-24 


Match length 


yi 


% identity 


D / 


NCBI Description 


(Y14590) class IV chitinase [Arabidopsis thai. 


Seq. No. 


f*i f\ r\ f\ ci r\ 

200980 


Seq. ID 


LIB3048-011-Q1-L1-G9 


Method 


BLASTX 


NCBI GI 


g^y4 / /jj 


BLAST score 


283 


E value 


2 . 0e-25 


Match length 


llo 


% identity 




NCBI Description 


tAJuuy/iyj wijzo [boianuiti uuoerosuinj 


Seq. No. 


200981 


Seq. ID 


LIB3048-011-Q1-L1-H10 


Method 


BLASTX 


NCBI GI 


g3935165 


BLAST score 


190 


E value 


2.0e-14 


Match length 


83 


% identity 


58 


NCBI Description 


(AC004557) F17L21.8 [Arabidopsis thaliana] 


Seq. No. 


200982 


Seq. ID 


LIB3048-011-Q1-L1-H12 


Method 


BLASTX 


NCBI GI 


g2506139 


BLAST score 


285 


E value 


2.0e-25 


Match length 


73 


% identity 


78 


NCBI Description 


COATOMER DELTA SUBUNIT (DELTA- COAT PROTEIN) (: 



(ARCHAIN) >gi_1314049_emb_CAA91901_ 
archain/delta-COP [Oryza sativa] 



(Z67962) 



27248 



Sea No 


200983 


Seq. ID 


LIB3048-011-Q1-L1-H2 


Method 


BLASTX 


NCBI GI 


gl364161 


BLAST score 


568 


E value 


9. Oe-59 


Match length 


122 


% identitv 


89 


NCBI Description 


thiolase precursor, ] 


Sea No 


200984 


Seq. ID 


LIB3048-011-O1-L1-H3 


Method 


BLASTX 


NCBI GI 


g3608171 


BLAST score 


609 


E value 


2.0e-63 


Match length 


133 


% identity 


89 


NCBI Descirintion 


(D863061 Droton-fran 




rCuniThi t^ mn^rhsf al 

^sUOUX -L. UCL ILLWO^llGl Lu J 


Qprr Kin 




Seq. ID 


LIB3048-011-O1-L1-H7 


Method 


BLASTX 


NCBI GI 


g3183247 


BLAST score 


207 


E value 


1.0e-16 


Match length 


61 


% identity 


61 


NCBI Description 


PUTATIVE GTP-BINDING 



ripe mango 



>gi_3880615_emb_CAB07131_ (Z92773) predicted using 
Genefinder; Similarity to Yeast hypothetical 44.2 KD 
protein, putative GTP-binding protein (SW:P38219); cDNA EST 
EMBL:D64516 comes from this gene; cDNA EST EMBL:D65777 
comes from this gene; cDNA EST EMB 



Seq. No. 


200986 


Seq. ID 


LIB3048-011-Q1-L1-H9 


Method 


BLASTX 


NCBI GI 


g4106061 


BLAST score 


209 


E value 


1.0e-16 


Match length 


61 


% identity 


64 


NCBI Description 


(AF053318) CCR4-associated factor 1 [Homo sapiens] 


Seq. No. 


200987 


Seq. ID 


LIB3048-012-Q1-L1-A1 


Method 


BLASTX 


NCBI GI 


g82131 


BLAST score 


434 


E value 


6.0e-43 


Match length 


133 


% identity 


67 


NCBI Description 


beta-glucanase (EC 3.2.1.-) precursor - curled-leaved 




tobacco (fragment) >gi__829281__emb_CAA30261_ (X07280) 




beta-glucanase [Nicotiana plumbaginif olia] 



27249 





P00988 


Seq. ID 


LIB304 8-012-O1-L1-A10 


Method 


BLASTX 


NCBI GI 


g3775985 




41 9 


Hi vdiuc 




Mo 4- (^>Vi 1 on/rf h 
i v lciH_/i.i XtJIiy LII 


-? o 








\n.OUlu'i JDJ I\lNri IltsX ltdbc [^rlX dXJlU.(jpo lo L.lldXXdIId J 








LTR^fUfi-OI ?-Ol -LI -A1 1 


Method 


BLASTX 


NCBI GI 


g2244841 


Dlorio X oOOXc 


1 

1 JU 


E value 


Z • Uc X \J 


rid (-Oil XtJIly LJ.1 


AO 


?; i fif^ni - "i t" v 

O _l_ VkjLwll -I_ 1— y 


65 


MO Tl T n ^ nriyi -r-\ 4— t /"n m 

IN^JjX UcoOIiptlOn 


) liypo LuctlOal piOUclil [rix dJJXU.Opo Xo L.IldXXdIla. J 




U U _7 _7U 


UC^. J- u 


T.TPnfUR-m 9-fll -T.I -A? 


Method 


BLASTX 


NCBI GI 


g3393062 


x3iart.ox score 


All 
fi X X 


IT* TT ll 11A 


o . ue ftu 


Match length 


14 u 


^ lacnLity 




jNt^rsi uescripLion 


in / jod) putative xnz.x protein l iriticuiri aesLivizuij 


ocCJ • "O • 


zuu _? x 


OCt^* XU 


JjXDjU'IO \) X/L yi XjX rift 


Method 


BLASTX 


NCBI GI 


g3687223 


■DXirlo X buulc 


977 


E value 










7^ 


ln^ox ucooripLiun 


tnLUUJlOy j IiypOtneLXCaX prOLcin LrirdDXCXOpoXb L.Xla.XXa.IlaJ 




9flfl QQ9 


k_> C- • -L L> 


T.TFnru 8-m ?-oi -t.i -as 


L v it; LiiUU 


OXxrlO 1A 


NCBI GI 


g2462746 


BLAST score 


536 


E value 


O. Uc JJ 


rid UCXL lenyLu 


1 9A 




o u 


WPRT flflop v! t"\+- -i <ot"> 
UcbLIipLlOU 


^ZXPnn99Q9^ Qimi 1 ar ^- r\ Z\TP-pi frai-o-l uaoa rZ\r*aK-i Hone n c 




tnaliana J 


Seq. No. 


200993 


Seq. ID 


LIB3048-012-Q1-L1-A9 


Method 


BLASTX 


NCBI GI 


g2811066 


BLAST score 


324 



27250 



E value 


4.0e-30 


Match length 


130 


■s luenxiT-y 




Vf/""''Q T r^£iC?/*i>~T T~\ ^~ A ATI 

jNooi uescripLion 


PfWATTVF PRriTFTW-TYRn^TNF PHOSPHATASE PTEN (MUTATED TN 


iYlUliX X IT J_i Hi rlLJ V riiN^HjU v_j!-y.N Hi In. D ±) X 1 jlOJOU \U_7i. t ±._>/y L\JX v Xrt\^X 




[1Y1U.O IlLUoCUlUb J 


oecj. LNO. 






LIB3048-012-O1-L1-B1 




BLASTN 


NCBI GI 


g4097011 


BLAST score 


41 


TP t?" 3 1 no 
Hj VdlUc 


ri 0^-1 4 


Match length 


P Q 

o y 


% identity 


Q7 


1NI-..D1 UcbuX ipUlUil 


floninn \7&nY c\v nPrPMV-1 hp 1 nri "Fear's rr^np pnmril pfp cds 


beg. wo. 




OtHj • 1U 


T,TR^n4ft-fl1 9-01 -T,1 -P,1 0 

XjXDJUIO Ult ^Z-»- XJ X DXU 


i v iC LX1UU. 




IN XJ X. OX 




BLAST score 


216 


E value 


2.0e-17 


jxia ucn lengLn. 


ou 


% identity 


o o 


NCBI Description 


(Ar>uio4Xuj cytiosouc pnospnogxyceraue Kinase i Lropuxus 




nigra] 


beg. No, 




oeq. lu 


T TR^Ddfi-m —T.I — P.1 1 




RT.A^TY 

DilflU X i\ 


NCBI GI 


gl245182 


BLAST score 


199 


it* vaiue 


x . ue xj 


Maucn lengrn 


AH 
4 u 


% identity 


Q c: 

OJ 




^ 3? J JO y o Lei ux ucx Let / icuuLLaoc \_ n.x ax^x^^jw/o x o uuaxxaiiaj 


beg. lno . 


zuu^y / 


Oct]. 1U 


XiXDJUlO UXi V-L Xj X DXZ. 




OXaraO X z\. 




gz jz j / Uj 


BLAST score 


327 


E value 


1.0e-30 


Match length 




% identity 


OU 


NCBI Description 


(Atuuui4z) class ii KuOttea-iiKe noiaeoaoiaain proi-ein 




[Lycopersicon esculentum] 


beq. no* 




beq. ijj 


t TP^riAQ— ni 0— rii — t 1 _no 

J_il Do U U XZ lil DZ 


Mot - Yi 
lit; uxiuu. 


RT.A^TX 
xjxori.Q ia 


NCBI GI 


g2996096 


BLAST score 


743 


E value 


3.0e-79 


Match length 


144 


% identity 


99 



27251 




NCBI Description (AF030517) translation elongation factor- 1 alpha; EF-1 
alpha [Oryza sativa] 



Seq. No. 


200999 


Seq. ID 


LIB3048-012-Q1-L1-B3 




o j-ifikj i /\ 


\TpDT CT 






J_ T ± 


Hi VqIUC 


1 . Oe-08 


Match lencjth 


R 9 


■s laenriuy 






fAFftfiQ4 4>M mitstive* oxidoreductase TArabidoosis thali 


Seq. No. 


201000 


Seq. ID 


LIB3048-012-Q1-L1-B5 


ixiet no a. 


OlxriO 1A 


NUrSl (jl 




JdJ-iAoI score 


9 9 "3 


£j value 


1 Op-18 


Match length 


CO 


% identity 


7 7 


rJL/±3± fescripcion 


/ ZHTfinni "3 £ ^ haej-i p ppI I nl ^qp f P i 1~ Tn <3 *=! "i Ti &T\ <=? i S 1 


Seq. No. 


201001 


Seq. ID 


LIB3048-012-Q1-L1-B6 


Method 




WLBl bl 


gZO / U1D4 


BLAST score 


4 Di 


E value 


4 . ue *± o 


Match length 


1 "ST 


% identity 


Dl 


inldi uescripLion 


^n4R1ft^^ phifina^p rPhprmnnHi nm 3msr3nt"i pnl nrl 

yL/riCjXOO y Oil-L I L 11 CIO" L OHdl\-'£<HJtJ.JL LULL CXILICIJ- J 


beq. wo. 


901 ft 09 

ZU 1U uz 


o _ _ Tr\ 

beq. ID 


TTmn/iQ m 9— _t i _n7 


Method 


BLASTX 


NCBI GI 


g483057 


Dixftbi score 


1 


E value 


y . ue~j.x 


Match length 


i n £ 




^7 


NCBI Description 


nyporneticai protein ^xyxis o region; Dutynviuiiu 




xiorisoivens ^rragicienT-; *^gi 1^4100 ^jxioooo / ) urvci. 




LDULyriviDiio nor ibui vciio j 


Seq. No. 


201003 


Seq. ID 


LIB3048-012-Q1-L1-C11 


Method 


rjT 7\ O TV 


TafDT (IT 




BLAST score 


363 


E value 


1.0e-34 


Match length 


133 


% identity 


55 


NCBI Description 


(AB018288) KIAA0745 protein [Homo sapiens] 


Seq. No. 


201004 


Seq. ID 


LIB3048-012-Q1-L1-C12 



27252 




Method 


BLASTX 


NCBI GI 


g3687235 


BLAST score 


175 


E value 


8.0e-16 


Matrh 1 pnath 

Lid LUXl X 1 1 y U-ll 


110 




57 


NJPRT n*=*^r*T*i nt i nn 

LnV/UJ. L/COS-'J — L. X 1 


(AC005169) putative copia-like transposable 




[Arabidopsis thaliana] 


Qprr Kin 


201005 


Seq. ID 


LIB3048-012-Q1-L1-C2 


Method 


BLASTX 


NCBI GI 


g4510348 


BLAST score 


147 


V. va 1 iip 

1_1 v U±UV 


2. Oe-09 


Mstph 1 pnnth 

Lid LLril L>11 


98 


% "i Hpirh "i tv 

o . xucLi l. -i- l- y 


32 


NPRT Dp^pt'i n't"! nn 


(AC006921} unknown orotein FArabidoosis thai 




201006 


Seq. ID 


LIB3048-012-Q1-L1-C3 


Method 


BLASTX 


NCBI GI 


gl67367 


BLAST score 


537 


F. va 1 lip 

1—1 V UX i_i.w 


4 Oe-55 


Ma f fh 1 oti n"t~ hi 


121 


9r 4 H ori 4- A ft; 


86 
o u 


NCRT Dp^cri nt inn 


(L081991 oeroxidase rGossvoium hirsutuitil 






Sea ID 


LIB3048-012-Q1-L1-C6 


Mpthod 


BLASTX 


NCBI GI 


g3834323 


BLAST score 


254 


V T7"^ 1 IIP 
J— i V CLX LiC 


7 . Oe-22 


Ms'fr'h T pnrrl~l"i 


145 


S- -I HoTti - "1 i~ \7 
O _LvJ.CIlL.-LUy 




NCBI Description 


(AC005679) F9K20.25 [Arabidopsis thaliana] 


C!p/-T Kin 


201008 


Sea ID 


LIB3048-012-O1-L1-C7 


Method 


BLASTX 


NCBI GI 


g3123745 


BLAST score 


249 


Jii v a. x u.c 


3 Oe-21 


IMG LL-II _L d ly 


6R 


^ X (J. Gil LI Ly 


71 

/ X 


NCRT Dpc;rri nt "i nn 


( ABO 13447) a luixiinui-i"" induced [Brassica napus] 


OCLji L.N (J • 






LIB3048-012-O1-L1-C9 


Method 


BLASTX 


NCBI GI 


g 4454464 


BLAST score 


300 


E value 


3.0e-27 


Match length 


121 


% identity 


51 



27253 



NCBI Description (AC006234) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201010 

LIB3048-012-Q1-L1-D11 

BLASTX 

g3668089 

182 

2.0e-13 

89 

42 

(AC004667) unknown protein [Arabidopsis thaliana] 



201011 

LIB3048-012-Q1-L1-D12 

BLASTX 

g3608412 

411 

2.0e-40 

129 

60 

(AF079355) protein phosphatase-2c 
crystallinum] 



[Mesembryanthemum 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201012 

LIB3048-012-Q1-L1-D4 

BLASTX 

g3790102 

485 

6.0e-49 

102 

85 

(AF095521) pyrophosphate-dependent phosphofructokinase 
alpha subunit [Citrus X paradisi] 



Seq. No. 


201013 


Seq. ID 


LIB3048-012-Q1-L1-D5 


Method 


BLASTX 


NCBI GI 


g2500378 


BLAST score 


437 


E value 


3.0e-43 


Match length 


94 


% identity 


84 


NCBI Description 


60S RIBOSOMAL PROTEIN L37 


Seq. No. 


201014 


Seq. ID 


LIB3048-012-Q1-L1-D6 


Method 


BLASTX 


NCBI GI 


g3894159 


BLAST score 


172 


E value 


3.0e-12 


Match length 


80 


% identity 


41 


NCBI Description 


(AC005312) hypothetical p 


Seq. No. 


201015 


Seq. ID 


LIB3048-012-Q1-L1-D7 


Method 


BLASTX 



27254 



# 



NCBI GI 

BLAST , score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3548802 
372 

1.0e-35 

142 

50 

(AC005313) axi 1-like protein [Arabidopsis thaliana] 
>gi_4335769_gb_AAD17446_ (AC006284) putative axil protein 
[Nicotiana tabacum] [Arabidopsis thaliana] 

201016 

LIB3048-012-Q1-L1-D8 

BLASTX 

g2894558 

214 

3.0e-17 

71 

63 

(AL021890) putative protein [Arabidopsis thaliana] 
201017 

LIB3048-012-Q1-L1-D9 

BLASTX 

gl076511 

544 

7.0e-56 

134 

80 

H+-transporting ATPase (EC 3.6.1.35) - kidney bean 
>gi_758250_emb_CAA59799_ (X85804) H ( + ) -transporting ATPase 
[Phaseolus vulgaris] 

201018 

LIB3048-012-Q1-L1-E1 

BLASTX 

g464365 

190 

1.0e-29 

103 
69 

PEROXIDASE P7 >gi__6630 6_pir_ 
- turnip 



_OPNB7 peroxidase (EC 1.11.1.7) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



201019 

LIB3048-012-Q1-L1-E10 

BLASTX 

gll07526 

536 

6.0e-55 

131 

79 

(X87931) SIEP1L protein [Beta vulgaris] 
201020 

LIB3048-012-Q1-L1-E11 

BLASTX 

g4508073 

380 



27255 



E value 


1. Oe-36 


Match length 


98 


% identity 


69 


NCBI Description 


(AC005882) 43220 [Arabidopsis thaliana] 


Seer. No. 


201021 

C-t \J X V £- -J- 


Seq. ID 


LIB304 8-012-Q1-L1-E2 


Method 


BLASTX 


NCBI GI 


gl698548 


BLAST score 


672 


E value 


7 . Oe-71 


Match lencrth 


148 


% i dent it v 


83 


NCBI Description 


(U58 971} calmodulin— bindina nrotein rNinotiana tabapnnnl 


Seq. No. 


201022 


Seq. ID 


LIB3048-012-Q1-L1-E5 


Method 


BLASTX 


NCBI GI 


g4185136 


BLAST score 


505 


E value 


3.0e-51 


Match lencrth 


141 


% identity 


65 


NCBI Description 


fA(" 1 00R724\ Full - 3 1~ i 1~ rphs 1 oq^ — £ — "oVi o Qrih^t" o Q^Trifha 




rArsbi dor>s"i ^ thai n ^nal 


Sea No 


201023 

-L \J £t J 


Sea* ID 


LIB304 8-012-O1-L1-E6 

-1—1 X J_» o vy T (J -1_ \s X XJ X XJ \J 


Method 


BLASTX 


NCBI GI 


g417073 


BLAST score 


686 


E value 


2 . 0e-72 


Match length 


147 


% identity 


87 


NCBI Descrintion 


GLUTAMATE SYNTHASE fNADR^ PRECnR^OR f NAnH-fmaAT i- 




>ai 484529 nir J01977 alntamai-p qvnfhaqp (NADHj- (FC 




1 4 1 14} ~ a 1 fa 1 fa > fT 4 1£fi41Q (T.Ol &&Cl\ NAnW— rrl nfamafo 
x, t ±.x.x t ±; ci.J_x.clX.Lci /'yi ^LUloDU; WnUn yiULaluaLc 




svnthase rMedicacro satival 


Sea No 


201 024 


Seq. ID 


LIB3048-012-O1-L1-E7 

XJ X XJ W ~ V X £j ^ X XJ X XJ / 


Method 


BLASTX 


NCBI GI 


g2281093 


BLAST score 


729 


E value 


1. Oe-77 


Match lencrth 


146 


% ident 1 1 v 


53 


NCBI Description 


( AC0 0?^^^^ hpfs t" Tan ^dnfi n "i<?rilnrr r Arahi HnriQ i<5 "hhsl "i ana 

\ JTV** \J KJ ^> *J J i-> CLu L.X uilOUUU-LXJ, XOUxUU ^ **x, Ca.xJx.\^H»J kj 0 X O U-x iCtx, X CLL la. 




901 09R 


Sea. ID 


LIB304 8-012-O1-L1-E9 

UlDjy'lO \J X^. \/ X XJ X j_l J/ 


Method 


BLASTN 


NCBI GI 


g2829205 


BLAST score 


145 


E value 


8.0e-76 


Match length 


382 


% identity 


21 



27256 



NCBI Description Gossypium hirsutum cultivar Siokra 1-2 proline-rich protein 
precursor (PRP) mRNA, complete cds 



Seq. No. 


201026 


Seq. ID 


LIB3048-012-Q1-L1-F1 


Mpt hnri 

L1C L. 1 l\J \JL. 


BLASTX 




a3540180 




351 


E value 


3. 0e-33 


Mafnh 1 pnrri*h 


144 


% "i Hont "i +* \t 




NCBI Descriotion 


(AC004122) Unknown protein 


Seq. No. 


201027 


Seq. ID 


LIB3048-012-Q1-L1-F11 


Method 


BLASTX 


NCBI GI 


g!708236 


BLAST score 


445 


E value 


3.0e-44 


Match length 


96 


% identity 


91 


NCBI Description 


HYDROXYMETHYLGLUTARYL-COA 



THASE (HMG-COA SYNTHASE) 
{ 3-HYDROXY-3-METHYLGLUTARYL COENZYME A SYNTHASE) 

>gi_2129617_pir JC4567 hydroxymethylglutaryl-CoA synthase 

(EC 4.1.3.5) - Arabidopsis thaliana 
>gi_1143390_emb_CAA58763_ (X83882) 

hydroxymethylglutaryl-CoA synthase [Arabidopsis thaliana] 

>gi_1586548_prf 2204245A hydroxy methylglutaryl CoA 

synthase [Arabidopsis thaliana] 



Seq. No. 


201028 


Seq. ID 


LIB3048-012-Q1-L1-F12 


Method 


BLASTX 


NCBI GI 


g!129145 


BLAST score 


647 


E value 


6.0e-68 


Match length 


140 


% identity 


89 


NCBI Description 


(X75329) acetyl-CoA C-acyltransf erase [Mangifera 


Seq. No. 


201029 


Seq. ID 


LIB3048-012-Q1-L1-F2 


Method 


BLASTX 


NCBI GI 


gl364161 


BLAST score 


632 


E value 


3.0e-66 


Match length 


138 


% identity 


88 


NCBI Description 


thiolase precursor, peroxisomal - ripe mango 


Seq. No. 


201030 


Seq. ID 


LIB3048-012-Q1-L1-F3 


Method 


BLASTN 


NCBI GI 


g3241927 


BLAST score 


44 


E value 


2.0e-15 


Match length 


214 



27257 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



85 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MTE17 , complete sequence [Arabidopsis thaliana] 

201031 

LIB3048-012-Q1-L1-F4 

BLASTX 

g2129597 

361 

1.0e-34 

72 
96 

glutamate dehydrogenase 1 - Arabidopsis thaliana 
>gi_1098960 (U37771) glutamate dehydrogenase 1 [Arabidopsis 
thaliana] >gi_1293095 (U53527) glutamate dehydrogenase 1 
[Arabidopsis thaliana] 

201032 

LIB3048-012-Q1-L1-F7 

BLASTX 

g4138647 

207 

2.0e-20 

95 

60 

(AJ011939) peroxidase [Trifolium repens] 
201033 

LIB3048-012-Q1-L1-F8 

BLASTN 

gl777727 

92 

3.0e-44 

272 

83 

Gossypium hirsutum 18S ribosomal 



201034 

LIB3048-012-Q1-L1-G10 

BLASTX 

g4580531 

247 

4.0e-21 

125 

47 

(AF036309) scarecrow-like 



RNA gene, partial sequence 



14 [Arabidopsis thaliana] 



201035 

LIB3048-012-Q1-L1-G11 

BLASTX 

g3860319 

565 

2.0e-58 

134 

84 

(AJ012686) nucleolar protein [Cicer arietinum] 



27258 



O c q . LN U . 


9D1 fRfi 


Q prr TT) 

O C- ♦ ±JJ 


LIB3048-012-O1-L1-G2 


Mot* Vi nH 


BLASTX 

XJXXfxiJ X *\, 




al657621 


BLiAST score 


67 4 


E value 


4.0e-71 


L v lCLL^XX Xdiy Ull 


1JU 




0 0 


INV^OX UcSClipLlOIl 






pUUdLlvc cioyx C-Urs. (aciiyUi Ut 


oeq. LN 0 • 




OC^i X U 


T.TTA^fUfi-OI 9-01 -T.I -Cr^ 


Lit. LlltJLl 


XJ XJ.tt.L_> -LA 


NCBI GI 


g4580531 


BLAST score 


222 


Th 1 1 110 

Hi val U.C 




rid U Oil _LcIiyL.ll 


X X *J 


3- i Hani* i "h 
*o Xt-Lcil LX L.y 




\Tf 1 'D T T^o 0 0 T* l v^ - ! - i /*\ti 
LNUIjX Ucbtl J-P L.XUI1 




oeq. LMO . 


9H1 n^p 


Oeq. XU 


T.TR^fldfi-fil 9-01 — T.1 -fZA 




"RT Z.QTY 
JDijxio 1 A 


NCBI GI 


a765203 


BLAST score 


317 


E value 


3.0e-29 


Match length 


93 


% identity 


67 


NCBI Description 


( S73865 ) linoleate : oxygen 



na] >gi_3068711 (AF049236) 
[Arabidopsis thaliana] 



14 [Arabidopsis thaliana] 



LOX 



{EC 1.13.11.12} [Solanum tuberosum, cv. 
Peptide, 857 aa] [Solanum tuberosum] 



Desiree, roots, 



Seq. No. 


201039 


Seq. ID 


LIB3048-012-Q1-L1-G5 


Method 


BLASTX 


NCBI GI 


g3608485 


BLAST score 


602 


E value 


1.0e-62 


Match length 


135 


% identity 


93 


NCBI Description 


(AF088915) proteasome beta subunit [Petunia x hybrida] 


Seq. No. 


201040 


Seq. ID 


LIB3048-012-Q1-L1-G6 


Method 


BLASTX 


NCBI GI 


g2088648 


BLAST score 


152 


E value 


6.0e-10 


Match length 


110 


% identity 


36 


NCBI Description 


(AF002109) hypothetical protein [Arabidopsis thaliana] 


Seq, No. 


201041 


Seq. ID 


LIB3048-012-Q1-L1-G7 


Method 


BLASTX 


NCBI GI 


g3132696 



27259 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

,Seq. ID 
Method 
NCBI GI 
BLAST score 
E value^ 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



602 

1.0e-62 

137 

84 

(AF061962) 



SAR DNA-binding protein- 1 [Pisum sativum] 



201042 

LIB3048-012-Q1-L1-G8 

BLASTX 

g4115371 

349 

4.0e-33 

110 

64 

(AC005967) unknown protein [Arabidopsis thaliana] 
201043 

LIB3048-012-Q1-L1-G9 

BLASTX 

g2911044 

479 

3.0e-48 

124 

74 

(AL021961) putative protein [Arabidopsis thaliana] 
201044 

LIB3048-012-Q1-L1-H1 

BLASTX 

g3132696 

642 

2.0e-67 

145 

85 

(AF061962) SAR DNA-binding protein-1 [Pisum sativum] 
201045 

LIB3048-012-Q1-L1-H10 

BLASTX 

gl407705 

614 

4.0e-64 

137 
83 

(U60202) lipoxygenase [Solanum tuberosum] 
201046 

LIB3048-012-Q1-L1-H11 

BLASTX 

g2129597 

554 

4.0e-57 

109 

95 

glutamate dehydrogenase 1 - Arabidopsis thaliana 
>gi_1098960 (U37771) glutamate dehydrogenase 1 [Arabidopsis 
thaliana] >gi_1293095 (U53527) glutamate dehydrogenase 1 



27260 



ft 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201047 

LIB3048-012-Q1-L1-H2 

BLASTX 

g3641837 

524 

2.0e-53 

151 

72 

(AL023094) Nonclathrin coat protein gamma - like protein 
[Arabidopsis thaliana] 



Seq. No* 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201048 

LIB3048-012-Q1-L1-H3 

BLASTX 

g3450842 

497 

2.0e-50 

135 

70 

(AF080436) 
sativa] 



mitogen activated protein kinase kinase [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201049 

LIB3048-012-Q1-L1-H4 

BLASTX 

g3450842 

487 

4.0e-49 

131 

71 

(AF080436) mitogen activated protein kinase kinase [Oryza 
sativa] 

201050 

LIB3048-012-Q1-L1-H5 

BLASTX 

g3242720 

374 

6.0e-36 

139 

49 

(AC003040) putative acetone-cyanohydrin lyase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201051 

LIB3048-012-Q1-L1-H7 

BLASTX 

g3461820 

171 

4.0e-12 

52 
60 

(AC004138) unknown protein [Arabidopsis thaliana] 



Seq. No. 



201052 



27261 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3048-012-Q1-L1-H8 

BLASTX 

gl346180 

386 

2.0e-37 

86 

85 

GLYCINE-RICH RNA-BINDING PROTEIN GRP1A >gi_496233 (L31374) 
homology with RNA-binding proteins in meristematic tissue 
[Sinapis alba] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201053 

LIB3048-013-Q1-L1-A1 

BLASTX 

gl617272 

574 

2.0e-59 

131 
80 

(2172151) AMP-binding protein [Brassica napus] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201054 

LIB3048-013-Q1-L1-A11 

BLASTX 

g3264771 

205 

2.0e-16 

94 

44 

(AF071895) 
armeniaca] 



turgor-responsive-like protein [Prunus 



Seq. No. 


201055 


Seq. ID 


LIB3048-013-Q1-L1-A3 


Method 


BLASTX 


NCBI GI 


g2317906 


BLAST score 


566 


E value 


2.0e-58 


Match length 


112 


% identity 


96 


NCBI Description 


(U89959) ARA-5 [Arabidopsis thaliana] 


Seq. No. 


201056 


Seq. ID 


LIB3048-013-Q1-L1-A8 


Method 


BLASTX 


NCBI GI 


g2245036 


BLAST score 


148 


E value 


2.0e-09 


Match length 


43 


% identity 


63 


NCBI Description 


(Z97342) triacylglycerol lipase homolog 




thaliana] 


Seq. No. 


201057 


Seq. ID 


LIB3048-013-Q1-L1-B1 


Method 


BLASTX 


NCBI GI 


g4580460 



[Arabidopsis 



27262 



BLAST score 


469 


E value 


3.0e-54 


i v iat-cn lengun 


Ijo 


% identity 


7 Q 


NCBI Description 


yiiLUUOUol j pULatlve ZOo riOLcaSe oUJJlinit. f± 




4*ha 1 n anal 


beq • jno . 


^UlU JO 


O tr L£ • _L D 


T.TR^04fi-01 ^-Ol -T.1-R10 

lllDJUl U J W-^ JJ-1- Dl V 




OlorlO 1 A. 






BLAST score 


535 


E value 


8.0e-55 


jxtax.cn lengi-n 


1 1 R 


% identity 




NCBI Description 


^aduio 4t iu / cyxosoiic pnospnogiycexrace is.ma.ib 




n "i *TT*a 1 
n_i_y x. cl j 


oeq. wo. 






T TR^n^fi-Dl ^-Ol -T.I -R1 9 


necnoa 


RT a^TY 


NCBI GI 


g3063392 


BLAST score 


440 


Ht vaiue 


i • ue fx o 


Match length 


11 / 


% identity 


1 C 

/ b 


NCBI Description 


t,iii3Uiz yoz ; ua^T-/riT excnanger [vigna rdaiata 


Seq. No. 


on i n cn 
zUlUbU 


beq. iu 


itlooufi o U 1j y i Lii dz 


jyje inoa 


RT EQTV 


NUbl til 


rxA c;q £n 


BLAST score 


155 


E value 


2.0e-16 


Match length 


o o 


% identity 




NCBI Description 


(ACUUbUoij putacive zoo frotease oUDunit 4 




thali ana] 


beq. Jno. 


^UlU Dl 


oeq. if 


T TR^DAP — 01 ^-Ol —T.I -Rfi 


i v ie unou. 


RT a<5TY 


JNCdI CjI 


_o cn C1 "3 Q 


BLAST score 




E value 


1.0e-19 


Match length 


60 


% identity 


TO 
/ O 


NCBI Description 


OUAlUMiiiK UJiljl/i oUjdUINII ^ 1JJ1j1i1A~UUA1 rKUlJlilLNJ 




(AKUnAiJN; -^qi ui4U4y ertLD LAf\y i y u i ^Zid/^dz 




arcnain / aeiid~LUJ: [uryza sauivaj 


Seq. No. 


ZUlUDZ 


Seq. ID 


LIB3048-013-Q1-L1-B7 


Method 


BLASTX 


NCBI GI 


g4249382 


BLAST score 


187 


E value 


2.0e-14 



1 [Populus 



[Arabidopsis 



(DELTA-COP) 



27263 






Match length 


83 




% identity 


r i 

0 1 




NCBI Description 


(AHJUoyooj btrong similarity to gi jjj / jju riori/.o 






putative perinease ironi firaDiuopsis tnanana cfiu 






rrK 2\pnnAAP1 rZlvaK-i Hnnc-i q fhal i anal 




Seq. No. 


ZUlUoo 




oeq. iu 


T TR^Oifi- m ^— H1 — T 1 — Rft 

lilljOUriO Ul J \£±. Li± 150 




Metnoa 


blxAb 1A 




NCbl bl 


gzo^ / j4o 




BLAST score 


325 




E value 


3.0e-30 




Matcn lengtn 


1 "31 

lol 




-g identity 


4 / 




NCBI Description 


(ALUziooo; cytocnroine r4ou liKe protein [/iraoiaopsis 






tnaiiana j 




beq. No, 


zulUo4 




oeq. lu 


LlDJU^O UlJ ^1 ill 13-7 


-~r;. 


lYietnoa. 


DJ_LriO 1 A 




NCBI bl 


g44 jzo ou 




BLAST score 


173 


m 


E value 


2.0e-12 




Match length 


O 1 

o 1 




% identity 


20 




NCBI Description 


(AC006300) putative glucose-induced repressor protein 






[Arabidopsis thaliana] 




Seq. No. 


201065 




oeq. id 


j_»1doU4 o— uio~*yi— Lil—l^lU 




Method 


DT 7V O T V 

bliAb 1a 




NCBI GI 


g2739376 


M ; 


BLAST score 


341 




E value 


4 . ue-J4 




Match length 


100 




% identity 


77 




NCBI Description 


(AUuuzoUo) putative permease [AraDiaopsis tnananaj 




Seq. No. 


ZUlUOD 




oeq. iu 


L1djU4o UIj yi Ll LIZ 




Method 


DT 7A CTV 

Dlxf\b 1 A 




NUrJl bl 


g4 ooy4Z O 




BLAST score 


584 




E value 


1.0e-60 




Matcn lengtn 


1 




% identity 


o r 
o O 




NCBI Description 


(AL049171) pyrophosphate-dependent phosphofructo-l-kinase 






[Arabidopsis thaliana] 




Seq. No. 


oat 

201067 




beq* ID 


Llt>oU4o — Ul J— yi-lil— L^ 




Method 


tSlirib 1 A 




NCBI GI 


g2129550 




BLAST score 


555 




E value 


3.0e-57 




Match length 


125 




% identity 


83 



27264 



NCBI Description 



calcium-dependent protein kinase (EC 2.7*1.-) CDPK6 - 

Arabidopsis thaliana >gi_2129554__pir S71901 

calcium-dependent protein kinase 6 - Arabidopsis thaliana 
>gi_836940 (U20623) calcium-dependent protein kinase 
[Arabidopsis thaliana] >gi_836944 (U20625) 
calcium-dependent protein kinase [Arabidopsis thaliana] 
>gi_4454034_emb_CAA23031.1__ (AL035394) calcium- dependent 
protein kinase (CDPK6) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201068 

LIB3048-013-Q1-L1-C3 

BLASTX 

g2462746 

493 

7.0e-50 

122 
76 

(AC002292) 
thaliana] 



Similar to ATP-citrate-lyase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201069 

LIB3048-013-Q1-L1-C5 
BLASTX 
gll72995 
258 

2.0e-22 
102 
55 

60S RIBOSOMAL PROTEIN L22 >gi_10837 90_pir 
protein L22 - rat >gi_710295_emb_CAA55204^ 
ribosomal protein L22 [Rattus norvegicus] 

>gi_1093952_prf 2105193A ribosomal protein L22 [Rattus 

norvegicus] 



S52084 ribosomal 
(X78444) 



Seq. No. 


201070 


Seq. ID 


LIB3048-013-Q1-L1-C6 


Method 


BLASTX 


NCBI GI 


gl617272 


BLAST score 


542 


E value 


1.0e-55 


Match length 


131 


% identity 


76 


NCBI Description 


(Z72151) AMP-binding protein [Brassica napus] 


Seq. No. 


201071 


Seq. ID 


LIB3048-013-Q1-L1-C7 


Method 


BLASTX 


NCBI GI 


g544250 


BLAST score 


503 


E value 


5.0e-51 


Match length 


126 


% identity 


75 ' 


NCBI Description 


ER LUMEN PROTEIN RETAINING RECEPTOR (HDEL RECEPTOR) 




>gi 541860 pir A49677 endoplasmic reticulum retention 




receptor Erd2 - Arabidopsis thaliana 


Seq. No. 


201072 



27265 



II 



Sea ID 


LIB3048-013-Q1-L1-C9 




BLASTX 


NCBI GI 
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BLAST score 
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(AF057043) acyl-CoA oxidase [Arabidopsis thaliana] 


ofcivJ • INvJ • 
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VUiyailS J 


Seq. No. 


zUlU / / 


Seq. ID 


LIB3048-013-Q1-L1-D8 


Method 


BLASTX 


NCBI GI 


g4539423 


BLAST score 


597 


E value 


4.0e-62 



27266 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



136 
85 

(AL049171) pyrophosphate-dependent phosphof ructo-l-kinase 
[Arabidopsis thaliana] 

201078 

LIB3048-013-Q1-L1-E10 

BLASTX 

gl00487 

143 

7.0e-09 

63 

52 

TNP1 protein - garden snapdragon >gi_16057_emfo_CAA40554_ 
(X57297) TNP1 [Antirrhinum majus] 

201079 

LIB3048-013-Q1-L1-E12 

BLASTX 

g2281115 

575 

2.0e-59 

135 

83 

(AC002330) 
thaliana] 



putative cullin-like 1 protein [Arabidopsis 



201080 

LIB3048-013-Q1-L1-E2 

BLASTX 

g2137603 

184 

1.0e-13 

87 
40 

nuclear receptor co-repressor N-CoR - mouse >gi_1022718 
(U35312) nuclear receptor co-repressor [Mus musculus] 

>gi_1583865_prf 2121436A thyroid hormone receptor 

co-repressor [Mus musculus] 

201081 

LIB3048-013-Q1-L1-E4 

BLASTX 

gl709498 

419 

2.0e-41 

98 
79 

OSMOTIN-LIKE PROTEIN OSM34 PRECURSOR 

>gi_1362001_pir S57524 osmotin precursor - Arabidopsis 

thaliana >gi_887390_emb_CAA61411_ (X89008) osmotin 
[Arabidopsis thaliana] 

201082 

LIB3048-013-Q1-L1-E5 

BLASTX 

g2739381 



27267 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



321 

1.0e-29 

114 

59 

(AC002505) 



putative patatin [Arabidopsis thaliana] 



201083 

LIB3048-013-Q1-L1-E6 

BLASTX 

g2541876 

293 

2.0e-26 

120 

49 

(D26015) CND41, chloroplast nucleoid DNA binding protein 
[Nicotiana tabacum] 



oeq. wo. 


o m HQ A 




L1DJU1D UJ.J Ll d / 


Method 




NLnl 


g4 1UU4o3 


xsiifioi score 


A 0 ^ 


E value 


1 Ho— 41 


Match length 


120 


% identity 


69 


iNCbi Description 


(Ahuuuo/o) Deta-glucosiaase [Glycine itiaxj 


Seq. No. 


ZUlOoo 


oeq. ijj 


i_il£3 0U4 0~ Ul J — y ± — lil — JIjO 


Method 


BLASTX 




«/i moo «r 
g47yooo 


oJUrio i score 


ou / 


T tt 1 n a 
£j VaJ.Uc 


o • ue o j 


Match length 


128 


% identity 


93 


NCBI Description 


isocitrate dehydrogenase - soybean 


Seq. No. 


201086 


Seq. ID 


LIB3048-013-Q1-L1-E9 


Method 


BLASTX 


NCBI GI 


gl808656 


BLAST score 


601 


E value 


1.0e-62 


Match length 


135 


% identity 


85 


NCBI Description 


(Y10804) Ubiquitin activating enzyme El [N: 


Seq. No. 


201087 


Seq. ID 


LIB3048-013-Q1-L1-F10 


Method 


BLASTX 


NCBI GI 


g2398521 


BLAST score 


341 


E value 


4.0e-32 


Match length 


108 


% identity 


63 


NCBI Description 


(Y13720) transcription factor [Arabidopsis 



27268 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201088 

LIB3048-013-Q1-L1-F2 

BLASTX 

gl076511 

569 

8.0e-59 

141 

79 

H+-transporting ATPase (EC 3.6.1.35) - kidney bean 
>gi_758250_emb_CAA59799_ (X85804) H (+) -transporting ATPase 
[Phaseolus vulgaris] 

201089 

LIB3048-013-Q1-L1-F3 

BLASTX 

g4309698 

548 

2.0e-56 

125 

89 

(AC006266) putative glucosyltransferase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201090 

LIB3048-013-Q1-L1-F5 

BLASTX 

g480450 

658 

3.0e-69 

141 

91 

ketol-acid reductoisomerase (EC 1.1.1.86) - Arabidopsis 
thaliana >gi_402552__emb_CAA4 9506_ (X69880) ketol-acid 
reductoisomerase [Arabidopsis thaliana] 

201091 

LIB3048-013-Q1-L1-F6 

BLASTX 

g2494113 

673 

5.0e-71 

140 

84 

(AC002376) Strong similarity to Musa pectate lyase 
(gb_X92943). ESTs gb_AA042458, gb_ATTS4502, gb_N38552 come 
from this gene. [Arabidopsis thaliana] 

201092 

LIB3048-013-Q1-L1-F7 

BLASTX 

g2499946 

616 

3.0e-64 

131 

89 

URIDINE 5' -MONOPHOSPHATE SYNTHASE (UMP SYNTHASE) (OROTATE 
PHOSPHORIBOSYLTRANSFERASE AND OROTIDINE 5 1 -PHOSPHATE 



27269 



II 

DECARBOXYLASE >gi_747980 (U22260) UMP synthase [Nicotiana 
tabacum] 





901 ncn 


Seq. ID 


LIB3048-013-Q1-L1-G1 


Method 


BLASTX 


KTPRT (IT 
IN k^D X OX 


y *± j u 1 1 




1 77 
x / / 


E value 






38 






\T O T3 T /*\ 0 v* v\ t t*i 
iNUDX UcbCIiptlOIl 


^rivUUDOy 1 ^ UULaUl Vc Z.X11L. illl^cl L> LClil |_ dXJ X \JXJ^J i3xo 




"hl^ial l ana 1 

Uild.XXCt.llCL J 


Seq. No. 


201094 


Seq. ID 


LIB3048-013-Q1-L1-G10 




DLiniJ 1A 


MPDT PT 


go / / j?oj 


dIjAo i score 


AAA 


Ci V ax Lie 


4 . Uc f± 4 


Match length 


1 no 
XUZ 


% identity 


Q /l 
o4 


nujdx uescription 


f 71 Tfl 1f\/l^\ D Kt7\ Vial i r»a oq TZIt'sV^-t H/^t-ng i 0 +-Vi a 1 i anal 
^iiUUxUftOD^ KLNi-l ncilCaSc [_/ixclXJXClOpoX 0 L-Ila.XXa.Iict J 


Seq. No. 


201095 


Seq. ID 


LIB3048-013-Q1-L1-G12 


Method 


r>T 71 CTY 


MP"OT PT 


sr*ZQ Q 

gooouox y 


BLAST score 


O vl 7 
Z4 / 


E value 


0 . ue~zx 


Match length 


XUZ 


% identity 




INL-IjX UcSCx xp L.1UI1 


/ 7\ TOT 0 £ Q ^ nnnl oaI 2t* riTTil - 0 1 ti rPi pot ayi d1" t nnTTll 
\Jr\U \J X^.OO O ) liUL-lCUlal piULClu [UXUCi cix x t; U XI 1 LULL J 


Q<arr Mr*! 
Oct} . lNvj . 


<£U xvj _?o 


Seq. ID 


LIB3048-013-Q1-L1-G3 


Method 


BLASTX 






Dii/ibi score 


000 


E value 


/ . U6-J0 


rlaCOIl XcIlyHl 


7 ^ 


% identity 


y d 


NCBI Description 


^aluooozo) ras-xiKe oir-Dinaing protein [AraDiaopsis 




T_naxxana j 


Seq. No. 


201097 


Seq. ID 


LIB3048-013-Q1-L1-G5 


LYieunoa 


T3T 7AQTY 


NTPRT fJT 
lNv^DX Ul 


y jjo^Ui x 


BLAST score 


169 


E value 


6.0e-12 


Match length 


116 


% identity 


34 


NCBI Description 


(Y09423) cytochrome P450 [Nepeta racemosa] 


Seq. No. 


201098 


Seq. ID 


LIB3048-013-Q1-L1-G6 




27270 



Mpthod 


BLASTX 


NCBI GI 


g3461833 


BLAST score 


699 


W 1 no 

Hi V ClX liC 


5. Oe-74 


Ma^r^h 1 on rrf* n 
rid. L L-ii icily on 


140 

X rt \J 


15 xutsiiLX uy 




LNOJD X — '-ir ' — LUH 


(AC004138} r 


Ocv^ • INvJ • 


901 OQQ 


OCvj • iU 


LTB3048-013- 

X-l _L XJ JUT U vlJ 


Mf^t hod 


BLASTX 


NCBI GI 


g4455180 


BLAST score 


377 


E value 




L v icL L. Oil Xteiliy LIL 


1 97 

X £. / 


^ xu.t;iiLxuy 


67 


NPRT np^rr int i on 


(AL035521) i 




901100 

U X X VJ VJ 


Sea ID 


LIB3048-013- 




BLASTX 


LNOX7X OX 


a2827548 


BLAST score 


230 


E value 


2.0e-19 




_7 r± 


^ laentiuy 


A Q 


nl-dx uescnpLion 


/ 7\T H91 fi*}^ , 




fha 1 "i afi^l 

UliCLXXdilCLJ 


beg. wo. 


zuxxux 


C*a n TV) 


T,TR?04fi-01 ^ 


L v lG LUUU 


RT.A9TX 


NCBI GI 


g3775985 


BLAST score 


368 


I1j Value 




naucn xengtn 


Q7 


i> iaeiiLii.y 


/ o 


TJPRT Dp^pri Til - 1 on 


( AJ010456} 




901 1 09 


q^rr Tn 

uCv^< X !_/ 


LTB3048-013 


L\iC L.iiWVJ. 


RT.A^TX 


NCBI GI 


g3759184 


BLAST score 


258 


E value 




LYiaucn xengtii 


Xft o 


^ iQenciuy 


ft O 


iN^Dl UCOUiipUlUil 


( AR01 8441 1 


oeq. INO. 


9ni 1 


JC(j • X xJ 


T.TR^048-01 ^ 

iilDJUl U U X J 


J.1C UiilyvJ. 


BLASTX 


NCBI GI 


g2827555 


BLAST score 


418 


E value 


4.0e-41 


Match length 


140 


% identity 


64 



putative expansin [Arabidopsis thaliana] 



cytochrome P450 - like protein [Arabidopsis 



RNA helicase [Arabidopsis thaliana] 



phi-1 [Nicotiana tabacum] 



27271 



NCBI Description 



(AL021635) Translation factor EF-1 alpha - like protein 
[Arabidopsis thaliana] 



OSq . lNQ • 


9D1 1 OA 


Seq. ID 


LIB3048-013-Q1-L1-H6 


Method 


BLASTX 


IN^oX oX 


y o ^ / j j j 


DJ_iiio i score 




E value 


. ue o / 


Ma +■ r"" Vi 1 *=>n n"i~ H 


137 


? laeniiLy 


D X 


jnv*o± uescription 


^HXjUZ X 0 JJ / 1 X cUloXcL LXLul 




[nlCLJJlUU^'Olu L.11C1J — L CI 11 CI J 


Seq. No. 


201105 


Seq. ID 


LIB3048-013-Q1-L1-H7 


I v ic LIlvJCl 


T3T,7\ qrny 
DJjtiO ± /Y 


1NO.DX bl 


yj / o j-J / *± 


oj_lh.oi score 


94 fi 


Hi vaiue 


o • ue i x 


Match length 


1 H9 


-6 identify 


jl 


INU.DX UcSCripLlQu 




beq. wo. 


9H1 1 fl £ 


Seq. ID 


. LIB3048-013-Q1-L1-H8 


Method 


BLASTX 


JMLdi bl 


g44ooioD 


biiAbi score 


U 


E value 




Match length 


oy 


% identity 




NCBI Description 


(AIjU^Uzo; jl£ — l aipna - 




[ru.ClJJJ.UUyO-LO LlldX-LCillCl J 


Seq. No. 


201107 


Seq. ID 


LIB3048-013-Q1-L1-H9 


Mennoa 


I5XiH.O 1 A 




gi4 u / / uo 


BJjAbi score 


Q £T C 


E value 


0 . ue jj 


Match length 


1 1 1 

111 


% identity 


bl) 


NLbi uescripuion 


vUouzuzj lipoxygenase l 


Seq. No. 


201108 


Seq. ID 


LIB3048-014-Q1-L1-A11 


Method 


"DT 7\ O rn V 






BLAST score 


663 


E value 


8.0e-70 


Match length 


139 


% identity 


39 


NCBI Description 


(U77940) polyubiquitin 


Seq. No. 


201109 


Seq. ID 


LIB3048-014-Q1-L1-A12 



factor EF-1 alpha - like protein 



- like protein (fragment) 



[Solanum tuberosum] 



27272 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3132696 

463 

2.0e-46 

123 

75 

(AF061962) 



SAR DNA-binding protein-1 [Pisum sativum] 



201110 

LIB3048-014-Q1-L1-A4 

BLASTX 

g2708750 

236 

5.0e-20 

96 

54 

(AC003952) putative physical impedence protein [Arabidopsis 
thaliana] 



Seq. No. 


201111 


Seq. ID 


LIB3048-014-Q1-L1-A7 


Method 


BLASTX 


NCBI GI 


g2660664 


BLAST score 


243 


E value 


7.0e-21 


Match length 


78 


% identity 


63 


NCBI Description 


(AC002342) unknown protein 


Seq. No. 


201112 


Seq. ID 


LIB3048-014-Q1-L1-A8 


Method 


BLASTX 


NCBI GI 


g3287834 


BLAST score 


239 


E value 


2.0e-20 


Match length 


70 


% identity 


70 


NCBI Description 


{ + ) -DELTA-CADINENE SYNTHASE 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



OZYME XC14 (D-CADINENE 

SYNTHASE) >gi_2147016_pir S68366 ( + ) -delta-cadinene 

synthase isozyme XC14 - Gossypium arboreum >gi_1045314 
(U23205) (+) -delta-cadinene synthase isozyme XC14 
[Gossypium arboreum] 

201113 

LIB3048-014-Q1-L1-A9 

BLASTX 

g4519507 

239 

4.0e-20 

117 

45 

(D88434) protein abundantly expressed during apple fruit 
development [Malus domestica] 

201114 

LIB3048-014-Q1-L1-B1 
BLASTX 



27273 



NCBI GI 


g2911052 


BLAST score 


344 


Hi ValUc 




ixiatcn icnytii 


Q7 


^ laentiLy 


/ 1 


INv/Dl UcaOXipLlUIl 


f AT.f) 9 1 Q£1 ^ nnt"ai" i T7P lrrnt" Pin r A y^Hi Hn*n^ i 1 


oeq « 1NO . 




Oclj • X U 


T,TR^048-01 4-01 -T.I -Rl 1 

lllDJUl U \J J- rt ^ X III Dli 


Mp1~ nnH 




NCBI GI 


g3492803 


BLAST score 


259 


Tra 1 lift 
Hj vai LLC 






124 




47 


MPRT Plo cp Y"i t^+" i nn 


fA.700947Q^ FNRPl TMpH i r^rrn r rnnr^f n 1 a 1 




9fl1 1 1 6 


Qorr TD 

JC 1 ^ • X U 


T,TR^fi4ft-01 4-01 -T.I -Rl 9 




RT.ASTX 


NCBI GI 


g2245060 


BLAST score 


226 


Iii VaJ-Uc 


J • UC X _7 


natcn icnytn 


D O 


-6 identity 






\ £j -7 / Ji j aiiuiLjCii lik^iLivJ _L\jy l "J- ctJJ J. uu ^ o .l o 


beg. no. 


111 / 


oeq. iu 


T TR^n4P — 01 4-H1 — T 1 — R9 
IjlIDOUriO U14 yl 111 JDi 


Ayio+* ri 


RT 


NCBI GI 


gl00287 


BLAST score 


240 


E value 


9 Ho — 9 H 


LYiatCil lenytn 


^4 
Oft 


t> laentity 


7 ^ 




rr 1 nr'an oriHn 1 T V> o t~ 3 Pi— • it 1 nrr^Q i /H o o o / T! 1 f 1 

yxuL^ciii ciiuu x^o Ucua L/ yx ULUjiuaoc \ 


oeq. wo. 


^Ulllo 


UC^t 1JJ 


T.TR^n4R-m 4-fll -T.1 -Rf! 

JjIDJUtO UX*± ^X XjX Ij U 


t IC L.I1UU 


RT.A^TY 


NCBI GI 


g4455365 


BLAST score 


264 


£i ValUc 


O • vc Z O 


Match length 


0 f 


% identity 


*7 Q 
/ i7 


iNt-isi description 


^HJjUjjjZ'i / putative protein [i-ira.xjxa.opoi 


beg. WO. 


om 1 1 a 
zuii i y 


1U 


t TR^pi4ft— ni 4-ni — t 1 —pi n 
XiiiDOU'io ui4 yi iii L/iu 


TvAo 4~ /H 


RT A^TY 


iNUDl bl 


rr4 ^9 c ;^94 


tsjji^o j. score 


OUO 


E value 


2.0e-63 


Match length 


133 


% identity 


86 


NCBI Description 


(AF125574) lysyl-tRNA synthetase; LysRS 




thaliana] 



3.2.1.39) - tobacco 



[Arabidopsis 



27274 



Sea No 


201120 


Seq. ID 


LIB3048-014-Q1-L1-C11 


Method 


BLASTX 


NCBI GI 


g2996096 


BLAST score 


708 


F, valup 


4 . Oe-75 


Matoh 1 enn"i~h 


136 






NCBI Description 


(AF030517} translation elonaation fartor-1 alnha* FF— 1 




dxj^iict Lwxyici oaui vaj 


Sprr NO 


201121 


Sea. ID 


LIB304 8-014 -01-L1-C2 


Method. 


BLASTX 


NCBI GI 


a3080400 


BLAST score 


275 


E value 


9.0e-25 


Mat* oh 1 ^nn"t~?i 


70 


§c n Hon "K t +-w 
15 XU.cilLXL.y 


7£ 
f o 




/7\T 09 9 ^ fl ^ \ rMifaf i ttq i^rnf a-i n F S v raV^-l W/^-r^o-? c final i anal 

\fijju^zDu o ) puLdLive protein L/iraDictopsis Lnananaj 




>cH 44SS964 emh PAR^fiftOO 1 ( AT.O^ R R97 \ nntati vp nrntpin 




r 7\ -r-a \~\ i s\Y~\ a i a flia 1 i anal 
{.rlX clJJXU.wpib Xo UMlcxXXdild J 






Sea ID 


"LTR304R-01 4-01 -T.1 -C9, 

JJ1DJU1U Ull ^ X Jjl V_rO 


Method 


BLASTX 


NCBI GI 


g4558664 


DT 7\ CT 1 ar*«or*o 
OJ-iriOl ot-UXc 


9ft4 


E value 




LYlciLOIl iciiyt.II 


X*t *t 




11 


INv^Dl UcbLIipLlOn 


/ udj) nypounenxcax protein [AraDiaopsis unananaj 


S p rr No 




Sea ID 


LIB304 8-014 -01 -Ll-Dll 


MerhorJ 


BT.ASTX 


NCBI GI 


g3641837 


BLAST score 


478 


J— i V ClJL U.G 


q n^-4R 

J.uc *io 




1 ^7 




79 


NCBI DescriDtion 


{ A T,n 9 0 Q4 ^ Mnn c* 1 afhri n c*esz*\~ TiT-ol - pi n rramTna 1 -j to nrot"P"5 n 




[rax a.juXu.OpS XS tUallaUaJ 


Sea No 


901 1 94 


Seq, ID 


LIB3048-014-O1-L1-D6 


Method 


BLASTX 


NCBI GI 


g2367431 


RT, 7\ C "T ornrp 
J-jJjraO J. OL.UIC 


1 R4 


E Value 


9 0e-10 


Match length 


68 


% identity 


43 


NCBI Description 


(AF000403) putative cytochrome P450 [Lotus japonicus] 


Seq, No. 


201125 


Seq. ID 


LIB3048-014-Q1-L1-D8 



27275 



Mot" V"! r\r^ 


DJ-LO.Q -L LN 


Mr*TlT CT 
DJ^Dl ul 




BLAST score 


53 


E value 


1.0e-21 


fcjf— 4- —1- 1 ———.4-1- 

Matcn lengtn 


bl 


-g identity 


y / 


NCBI Description 


urimys wmteri lob noosoitiai kna (lob rKNA; , ca. op yn 




iiz4 m mature rKiNA 


Seq. No, 


OA1 1 O £T 
^UllZD 


064. 1U 


T TR^HjIQ — HI 4 _D1 — T 1 — T1C1 
JjIDJU^O Uiy Jji 


rie L.IIOU. 


n>LU\0 1 A 


NUB1 bl 


— 1 O 0 QA A 


DL1H.01 score 




E value 


3.0e-65 


Match length 


124 


% identity 


QA 

yu 


NCBI Description 


bUS RIBOSOMAL PROTEIN Lo >gi olboo pir JQU / / Z riDOSOinal 




protein Li (ARP2) - Arabidopsis thaliana >gi_o0b2/y 




(M32655) rikosomal protein [Arabidopsis thaliana] 


Seq. No. 


201127 


beq. id 


Li 1 Jdo U 4 0 — U 1 4 — y 1 — Jj 1 — Hj 1 


ixiecnoa 


rSLiiib I A 


NCBI GI 


gl777386 


BLAST score 


165 


E value 


0 . Oe-12 


Match length 


63 


% identity 


51 


NCBI Description 


(039301} carreic acid 0-metnyl transferase [Pinus taeaaj 


Seq. No. 


201128 


beq. id 


TTTaQH/IQ A1 A 1 T 1 _ IP *7 




JDJ_ii-iO 1 A 


NCBI GI 


gl762148 


BLAST score 


276 


E value 


1 . ue— z4 


Match length 


71 


% identity 


79 


NCBI Description 


(U48695) glutamate dehydrogenase [Solanum lycopersicum] 


Seq. No. 


201129 


beq. id 


ijlrioU4 o~U 14— yi— lil— hiO 


Method 


nltAb 1A 


NCBI GI 


g2911052 


BLAST score 


206 


E value 


0 . Oe-17 


Match length 


56 


% identity 


73 


NCBI Description 


(AL02ly61) putative protein [Araoidopsis thaliana j 


Seq. No. 


201130 


Seq. ID 


LIB3048-014-Q1-L1-E9 


Method 


BLASTX 


NCBI GI 


g3024756 


BLAST score 


230 


E value 


5.0e-19 



27276 



Match length 


136 




35 




TYPE TT DNA TOPOT SOME RASE VT SURONTT R 




>rn 1996403 pmh CAA71604 (YIOSR?^ tvnp TT F)NA 




tnT'in'i ^nTnpT*^ qiiVyi in t t" P r Sn 1 "Fn 1 nhn <3 ^hil^ai-aol 

LvpUXSUllLCXaOC O LLXv' HI IX L. O [OUXXUXUJJUO OllXJJCi LdC J 




901 1 31 


Spa TO 


LIR304 8-014-O1-L1-F12 


Mpt hnri 

j. -i ^ LiiuUi 


BLASTX 


NCBI GI 


g4239845 


BLAST score 


153 


V TTa 1 llfl 
Hi V Cl-L 


4 Op-1 0 




43 


o xvaoil Lx U.y 






f&POIRft 1 ^ 1 ^ f rantirrinf -i nn "Fa rf nr TFTT. fMi rnf -i ana i 
^nDUlJOJJ/ LlallDUlipUJ-Ull iaUUUI IdIxj |_LNxOvJ L-XclllCl 


oeq ■ LNO . 


Z U IxjZ 


*J C * X XV 


T.TR304R-01 4-01 -T.1 -FR 

XlXD JUl O W X r± VJX XjX CO 


Mp1~ hnH 


RLASTX 

DLUliJ X A 


NCBI GI 


gll43322 


BLAST score 


626 


E Tra 1 IIP 
i_j V GIX LiC 




ixldLUil xfe;iiyi,ii 


X *± x 


^ xu.t5iiUxuy 


ft 1 
O x 




ff740Q7Q^ a 1 fa — r*a rhowl *h r*a ncf era a o nTP f l lr^P'T Tf^l \7< 
j t j l ana ucmjUAyxuxaiigiciaoc ^xcuuxoux [uxy> 


oeq. no. 


9Pl1 1 


Ofcit^. xJJ 


T TR^D4ft— fl1 4— HI — T 1 — T?l 


Mpf" hriH 


RT.ASTN 

DllTuj X LN 


NCBI GI 


a3869068 


BLAST score 


45 


E value 


1.0e-16 


Match length 


137 


% identity 


83 


NCBI Description 


Arabidopsis tha liana genomic DNA, chromosome 3, ] 



PI clone: 



MDC16, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201134 

LIB3048-014-Q1-L1-F9 

BLASTX 

g2129597 

554 

4.0e-57 

109 

95 

glutamate dehydrogenase 1 - Arabidopsis thaliana 
>gi_1098960 (U37771) glutamate dehydrogenase 1 [Arabidopsis 
thaliana] >gi_1293095 (U53527) glutamate dehydrogenase 1 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



201135 

LIB3048-014-Q1-L1-G11 

BLASTX 

g2462762 

444 

4.0e-44 
112 



27277 



% identity 73 

NCBI Description (AC002292) Highly similar to auxin-induced protein 
(aldo/keto reductase family) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201136 

LIB3048-014-Q1-L1-G12 

BLASTX 

gl710838 

309 

2.0e-28 

117 

57 

ADENOSYLHOMOCYSTEINASE 
HYDROLASE) (ADOHCYASE) 
adenosylhomocysteinase 



(S-ADENOSYL-L-HOMOCYSTEINE 
>gi_535584 (L36119) 
[Medicago sativa] 



Seq. No. 


201137 


Seq. ID 


LIB304 8-014-Q1-L1-G2 


Method 


BLASTX 


NCBI GI 


gl944216 


BLAST score 


381 


E value 


5.0e-37 


Match length 


82 


% identity 


87 


NCBI Description 


(D84246) alcohol dehydrogenase 


Seq. No. 


201138 


Seq. ID 


LIB3048-014-Q1-L1-G7 


Method 


BLASTX 


NCBI GI 


g2739279 


BLAST score 


355 


E value 


1.0e-33 


Match length 


126 


% identity 


57 


NCBI Description 


(AJ223177) short chain alcohol 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



tabacum] >gi_27 9134 8__emb_CAAl 115 4_ (AJ223178) 
alcohol dehydrogenase [Nicotiana tabacum] 



short chain 



201139 

LIB3048-014-Q1-L1-G9 

BLASTX 

g2924781 

432 

9.0e-43 

137 
62 

(AC002334) putative cellulose synthase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



201140 

LIB3048-014-Q1-L1-H1 

BLASTX 

gll9354 

289 

3.0e-26 

73 

82 



27278 




NCBI Description ENOLASE { 2 - PHOS PHOGLYCERATE DEHYDRATASE) 

(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) >gi_82082_pir JQ1185 

phosphopyruvate hydratase (EC 4.2, 1,11) - tomato 
>gi_19281_emb_CAA41115_ (X58108) enolase [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201141 

LIB3048-014-Q1-L1-H12 

BLASTX 

g2462826 

356 

6.0e-34 

123 

54 

(AF000657) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201142 

LIB3048-014-Q1-L1-H5 

BLASTX 

gl256509 

311 

8.0e-29 

71 

77 

(X92943) pectate lyase [Musa acuminata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201143 

LIB3048-014-Q1-L1-H9 

BLASTX 

g!009232 

204 

5.0e-16 

73 

60 

(L38828) 
tabacum] 



EF-l-alpha-related GTP-binding protein [Nicotiana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201144 

LIB3048-015-Q1-L1-A10 

BLASTN 

g2829205 

116 

2.0e-58 

399 

25 

Gossypium hirsutum cultivar Siokra 1-2 proline-rich protein 
precursor (PRP) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201145 

LIB3048-015-Q1-L1-A11 

BLASTX 

g2342724 

256 

4.0e-22 

103 

75 

(AC002341) unknown protein [Arabidopsis thaliana] 



27279 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201146 

LIB3048-015-Q1-L1-A12 

BLASTX 

g2492490 

231 

2.0e-24 

94 

70 

14-3-3-LIKE PROTEIN >gi_91 32 14_bbs_l 63396 (S76737) 
T14-3-3=ADP ribosyltransf erase activator [Nicotiana 
tabacum=tobacco, var. Wisconsin, S-25 cells, Peptide, 
aa] [Nicotiana tabacum] 



251 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201147 

LIB3048-015-Q1-L1-A2 

BLASTX 

g4544387 

403 

2.0e-39 

103 

73 

(AC007047) putative purple acid phosphatase precursor 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201148 

LIB3048-015-Q1-L1-A7 

BLASTX 

g3122288 

536 

4.0e-55 

116 

51 

IMPORTIN ALPHA- 1 SUBUNIT (KARYOPHERIN ALPHA- 1 SUBUNIT) 
ALPHA) >gi_1568635 (U69533) AtKAP alpha [Arabidopsis 
thaliana] 



(KAP 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



201149 

LIB3048-015-Q1-L1-A8 

BLASTX 

gl709498 

455 

2.0e-45 

104 

80 

OSMOTIN-LIKE PROTEIN OSM34 PRECURSOR 

>gi_1362001_pir S57524 osmotin precursor - Arabidopsis 

thaliana >gi_887390_emb_CAA61411_ (X89008) osmotin 
[Arabidopsis thaliana] 

201150 

LIB3048-015-Q1-L1-A9 

BLASTX 

g4490732 

154 

3.0e-10 

59 



27280 
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BLASTX 


NCBI GI 


g3123515 


BLAST score 
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Seq. ID 


LIB3048-015-O1-L1-B11 


UiiUU 


BLASTX 


MfRT CT 

1N^.DX UX 




BLAST score 


406 


E value 


9.0e-40 


1y1aL.cn xengtn 


1 9 Q 


% identity 


^9 


NCBI Description 
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Ociq • XL/ 
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NCBI GI 


g4539400 


BLAST score 
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TP tt T i -i n 
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lYiaLcn j_engxn 


1 97 
X^, r 


% identity 


7 1 
/ X 
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beg. no. 


901 1 


OCVj • X D 


T,TR3048-01 c 5-Ol-Ll-B2 

JjlD JU^ U U1J Sd-*- J-IX 


11 C L11.UU 


RT.A^TX 


NCBI GI 


gl403522 


BLAST score 


273 


£j Value 


^ . Uc <cfi 


Match length 


Q9 
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fX^71ft7^ r*h i +■ i TiPi r Ph^ qpn] n q viilcraTlsl 

\ /v *J i xo / j Olix LXllcioc |_ t liaoc ui uo v uj.yaJ — lq j 


O r-\ Mo 

oeq. no. 


901 1 




T.TR304ft-01 S-OI -1,1 -R3 


TwT r*\ 4~ V^i 4 

nex.nou 


iOXiriO 1 A 
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BLAST score 


196 


E value 


2.0e-15 


LUCt L Lrll ICH^ 111 




% identity 


45 


NCBI Description 


(U54559) translation initiation factor eIF3 p40 subunit 




[Homo sapiens] >gi_4503515_ref_NP_003747 . l_pEIF3S3_ UNKNOWN 


Seq. No. 


201156 



27281 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3048-015-Q1-L1-B5 

BLASTX 

g2130051 

459 

4.0e-46 

97 

81 

xylose isomerase (EC 5.3.1.5) - barley 
>gi_1296807_emb_CAA64544_ (X95256) xylose isomerase 

[Hordeum vulgare] >gi_1588664_prf 2209268A xylose 

isomerase [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201157 

LIB3048-015-Q1-L1-B7 

BLASTX 

g3402693 

154 

3.0e-10 

88 
43 

(AC004697) unknown protein [Arabidopsis thaliana] 
201158 

LIB3048-015-Q1-L1-C10 

BLASTX 

g2499945 

506 

2.0e-51 

127 

76 

URIDINE 5 ' -MONOPHOSPHATE SYNTHASE (UMP SYNTHASE) (OROTATE 
PHOS PHORIBOS YLTRANS FERASE AND OROTIDINE 5 '-PHOSPHATE 

DECARBOXYLASE >gi_1076363_pir S4 6440 orotate 

phosphoribosyltransf erase (EC 2.4.2.10) / 
orotidine-5 1 -phosphate decarboxylase (EC 4.1.1.23) - 
Arabidopsis thaliana >gi_443818_emb_CAA50686_ (X71842) 
pyrE-F [Arabidopsis thaliana] 

201159 

LIB3048-015-Q1-L1-C11 

BLASTX 

gll9640 

293 

2.0e-26 

107 

51 

1 -AMINOC YCLOPROPANE- 1 -CARBOXYLATE OXIDASE HOMOLOG (PROTEIN 

E8) >gi_82109_pir S01642 ripening protein E8 - tomato 

>gi_19199__emb_CAA31789_ (X13437) E8 protein [Lycopersicon 
esculent um] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



201160 

LIB3048-015-Q1-L1-C12 

BLASTX 

g603473 

170 

1.0e-12 



27282 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41 
78 

(D28582) calcium-dependent protein kinase [Arabidopsis 
thaliana] 

201161 

LIB3048-015-Q1-L1-C2 

BLASTX 

g3077640 

283 

2.0e-25 

105 

56 

(AJ223151) O-methyltransferase [Prunus dulcis] 



Seq. No. 


201162 


Seq. ID 


LIB3048-015-Q1-L1-C3 


Method 


DLtAo I A 


NCBI GI 


-_Q Ol 


BLAST score 




E value 


9 flo — 9 fi 


Match length 


yo 


% identity 


D / 


NCBI Description 


Wa-rrlnnanaco ( rf "391—^ nrpniT^nT — CUT led - leaved 


f n u aprn /fr;)rTTTton 4.\ >rr ^ R9Q9R1 pnih PAA30261 (X0728Q) 




beta-glucanase [Nicotiana plumbaginifolia] 


Seq. No. 


Zulloo 


Seq. ID 


t TD'anyi q mc; r\-\ t i _p/i 


Method 


BLASTX 


NCBI GI 


glu / DD / o 


BLAST score 


oiU 


E value 


n n « on 


Match length 


oo 


% identity 




NCBI Description 


UDlCJUltin / riDOSOluai piOLe-Lll oz/d puianj ^ -L J- ayitLcii l. / 


Seq. No. 


201164 


Seq. ID 


LIB3048-015-Q1-L1-C8 


Method 


BLASTX 


NCBI GI 


g2444178 


BLAST score 


476 


E value 


6.0e-48 


Match length 


135 


% identity 


74 


NCBI Description 


(U94784) unconventional myosin [Helianthus annuus] 


Seq. No. 


201165 


Seq. ID 


LIB3048-015-Q1-L1-C9 


Method 


BLASTX 


NCBI GI 


g627468 


BLAST score 


268 


E value 


1.0e-23 


Match length 


120 


% identity 


49 


NCBI Description 


hypothetical protein 1 - human >gi_285983_dbj_BAA027 99_ 




(D13635) KIAA0010 [Homo sapiens] 



27283 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201166 

LIB3048-015-Q1-L1-D1 

BLASTX 

g2642158 

523 

1.0e-53 

113 
81 . 

(AC003000) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201167 

LIB3048-015-Q1-L1-D11 

BLASTX 

g627468 

250 

2.0e-21 

124 

47 

hypothetical protein 1 
(D13635) KIAA0010 [Homo 



- human >gi_285983_dbj_BAA02799_ 
sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201168 

LIB3048-015-Q1-L1-D2 

BLASTX 

g3075392 

502 

5.0e-51 

122 
76 

(AC004484) 
thaliana] 



putative steroid dehydrogenase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201169 

LIB3048-015-Q1-L1-D3 

BLASTX 

g902584 

419 

2.0e-41 

96 

13 

(U29159) 
mays] 



polyubiquitin containing 7 ubiquitin monomers [Zea 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201170 

LIB3048-015-Q1-L1-D4 

BLASTX 

gl729760 

528 

5.0e-54 

100 

97 

(Z68152) chitinase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 
Method 



201171 

LIB3048-015-Q1-L1-D5 
BLASTX 



27284 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2275204 
329 

8.0e-31 

82 

73 

(AC002337) 
thaliana] 



DNA binding protein isolog [Arabidopsis 



Seq. No. 

sS'q. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201172 

LIB3048-015-Q1-L1-D6 

BLASTX 

gl67367 

746 

1.0e-79 

143 

97 

(L08199) peroxidase [Gossypium hirsutum] 



201173 

LIB3048-015-Q1-L1-D7 

BLASTX 

g4105798 

352 

9.0e-34 

85 

65 

(AF049930) PGP237-11 



[Petunia x hybrida] 



201174 

LIB3048-015-Q1-L1-E1 

BLASTX 

g2983447 

141 

8.0e-09 

102 

40 

(AE000714) large subunit of isopropylmalate isomerase 
[Aquifex aeolicus] 



Seq. No. 


201175 


Seq. ID 


LIB3048- 


Method 


BLASTX 


NCBI GI 


g2632254 


BLAST score 


405 


E value 


1.0e-39 


Match length 


117 


% identity 


66 


NCBI Description 


(Y12465) 


Seq. No. 


201176 


Seq. ID 


LIB3048- 


Method 


BLASTX 


NCBI GI 


g!200205 


BLAST score 


230 


E value 


4.0e-19 


Match length 


94 


% identity 


56 



serine/threonine kinase [Sorghum bicolor] 



27285 



NCBI Description (X957 53) DAG [Antirrhinum ma jus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201177 

LIB3048-015-Q1-L1-E3 

BLASTX 

g2062169 

448 

8.0e-45 

100 

48 

(AC001645) ABC transporter (PDR5-like) isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201178 

LIB3048-015-Q1-L1-E6 

BLASTX 

g2829918 

410 

3.0e-49 

144 

73 

(AC002291) similar to "tub" protein gp_U82468_2072162 
[Arabidopsis thaliana] 



Seq. No. 


201179 


Seq. ID 


LIB3048-015-Q1-L1-E8 


Method 


BLASTX 


NCBI GI 


g2252868 


BLAST score 


200 


E value 


9.0e-16 


Match length 


95 


% identity 


49 


NCBI Description 


(AF013294) No definition 


Seq. No. 


201180 


Seq. ID 


LIB3048-015-Q1-L1-E9 


Method 


BLASTX 


NCBI GI 


gl076515 


BLAST score 


354 


E value 


1.0e-33 


Match length 


114 


% identity 


60 


NCBI Description 


pectinesterase precursor 




>gi_7 3291 3_emb_CAA5 9 4 8 2_ 




vulgaris] 


Seq. No. 


201181 


Seq. ID 


LIB3048-015-Q1-L1-F10 


Method 


BLASTX 


NCBI GI 


g4539296 


BLAST score 


190 


E value 


2.0e-14 


Match length 


95 


% identity 


42 



found [Arabidopsis thaliana] 



NCBI Description 



(AL049480) putative pathogenesis-related protein 
[Arabidopsis thaliana] 



27286 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



201182 

LIB3048-015-Q1-L1-F12 

BLASTX 

gl871182 

173 

1.0e-24 

105 

63 

(U90439) phospholipase 



D isolog [Arabidopsis thaliana] 



201183 

LIB3048-015-Q1-L1-F2 

BLASTX 

g400972 

201 

6.0e-18 

107 
50 

RETICULINE OXIDASE PRECURSOR ( BERBERINE-BRI DGE-FORMING 
ENZYME) (BBE) { TETRAHYDROPROTOBERBERINE SYNTHASE) 

>gi_99506_pir A41533 reticuline oxidase (EC 1.5.3.9) 

precursor - California poppy >gi_239110_bbs_65555 (S65550) 
(S) -reticuline -.oxygen oxidoreductase 

{methylene-bridge-forming) , berberine bridge enzyme {EC 
1.5.3.9} [Eschscholtzia californica, Peptide, 538 aa] 
[Eschscholzia californica] >gi_2897944 (AF005655) berberine 
bridge enzyme [Eschscholzia californica] 

201184 

LIB3048-015-Q1-L1-F4 

BLASTX 

g417745 

464 

9.0e-47 

96 

93 

ADENOS YLHOMOC YSTE I NAS E { S-ADENOSYL-L-HOMOCYSTEINE 
HYDROLASE) (ADOHCYASE) >gi_170773 (L11872) 
S-adenosyl-L-homocysteine hydrolase [Triticum aestivum] 



201185 

LIB3048-015-Q1-L1-F5 

BLASTX 

g282994 

380 

6.0e-37 

86 

79 

Sipl protein - barley >gi_167100 
protein [Hordeum vulgare] 



(M77475) seed imbibition 



201186 

LIB3048-015-Q1-L1-F7 

BLASTX 

g3559805 

584 

1.0e-60 



27287 



II 



Match length 

% identity 

NCBI Description 



132 
78 

(AJ006787) putative phytochelatin synthetase [Arabidopsis 
thaliana] 



Seq. No. 


201187 


Seq. ID 


JjIdjU^o U lD yi Jji r 0 


Method 


■q T 7\ nrpv 


NCBI GI 


gzz o4 O / O 


BLAST score 


100 


E value 


o a ^ in 

2 . ue-iu 


Match lengtn 


D£ 


% identity 


A Q 


NCBI Description 


/ A Pfifl O Q C> yl \ nnf af i tta TCT 2i M / ani r>a 1 m o v "i c; +■ t'O'H & n n 
\P^\J\) ) pULaLlve INrirl/ IIO dpiudl iLlcXl&Lcm pxUL.ti-LJ.1 




[Arabidopsis thaliana] 


Seq. No- 


ZUlloo 


Seq. ID 


LIB jU4 o-UlO-yi-Ll-r y 


Method 


BLASTX 


NCBI GI 


~ a 0 COO'S. A 

g4Zo_:^o4 


BLAST score 


AAA 


E value 


5 . Oe-26 


Match lengtn 


1 O Q 
12b 


% identity 




NCBI Description 


(AC006200) unknown protein [Arabidopsis thaliana] 


Seq- No. 


201189 


Seq. ID 


LIB3048-015-Q1-L1-G11 


Method 


BLASTX 


NCBI GI 


g476936 


BLAST score 


334 


E value 


3. Oe-31 


Match length 


H O 


% identity 




NCBI Description 


NADPH — ferrihemoprotein reductase (EC 1.6.2.4) - raung 


Seq. No. 


zuiiyu 


Seq. ID 


LIB JU4o-L)lo-Ql-Ll-bl^ 


Method 


BLASTX 


NCBI GI 


g44uo /by 


BLAST score 


169 


E value 


o . Oe-12 


Match lengtn 


/ J 


% identity 


4o 


NCBI Description 


(AC006836) hypothetical protein [Arabidopsis thaliana 


oeq. iNO. 




Seq. ID 


LIB3048-015-Q1-L1-G5 


Method 


BLASTX 


NCBI GI 


g3204134 


BLAST score 


436 


E value 


2.0e-43 


Match length 


109 


% identity 


73 


NCBI Description 


(AJ006771) beta-galactosidase [Cicer arietinum] 


Seq. No. 


201192 



27288 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3048-015-Q1-L1-G6 

BLASTX 

g2288988 

141 

1.0e-08 

129 

32 

(AC002335) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201193 

LIB3048-015-Q1-L1-G7 

BLASTX 

gl085595 

372 

6.0e-36 

87 

89 

1-aminocyclopropane-l-carboxylate oxidase - Prunus persica 
>gi_452671_emb_CAA54449_ (X77232) 

1-aminocyclopropane-l-carboxylate oxidase [Prunus persica] 
>gi_3510500 (AF0267 93) 1-aminocyclopropane-l-carboxylate 
oxidase; ACC oxidase [Prunus armeniaca] 



Seq. No. 


o m 1 Q A 


Seq. ID 


LIB3048-015-Q1-L1-H12 


Method 


BLASTX 


NCBI GI 


g4098129 


BLAST score 


607 


E value 


3. Oe-63 


Match length 


128 


% identity 


88 


NCBI Description 


(U73588) sucrose synthase [Gossypium hirsutum] 


Seq. No. 


201195 


Seq. ID 


LIB3048-015-Q1-L1-H3 


Method 


BLASTX 


NCBI GI 


g3413511 


BLAST score 


493 


E value 


4.0e-50 


Match length 


104 


% identity 


88 


NCBI Description 


(AJ000265) glucose-6-phosphate isomerase [Spinacia 




oleracea] 


Seq. No. 


201196 


Seq. ID 


LIB3048-015-Q1-L1-H5 


Method 


BLASTX 


NCBI GI 


g4558659 


BLAST score 


199 


E value 


8.0e-17 


Match length 


102 


% identity 


49 


NCBI Description 


(AC007063) unknown protein [Arabidopsis thaliana] 


Seq. No. 


201197 


Seq. ID 


LIB3048-015-Q1-L1-H6 


Method 


BLASTX 



27289 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI. GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4107343 
224 

2.0e-21 

105 

54 

(AJ224922) 



ATP citrate lyase [Sordaria macrospora] 



201198 

LIB3048-016-Q1-L1-A11 

BLASTX . 

g464775 

556 

2.0e-57 

128 

84 

SUPEROXIDE DISMUTASE PRECURSOR (MN) >gi_542013_pir S394 92 

superoxide dismutase - Para rubber tree >gi_348137 (L11707) 
superoxide dismutase (manganese) [Hevea brasiliensis] 



201199 

LIB3048-016-Q1-L1-A12 

BLASTX 

g627468 

226 

8.0e-19 

101 

49 

hypothetical protein 1 



- human >gi_285983_dbj_BAA02799_ 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



(D13635) KIAA0010 [Homo sapiens] 
201200 

LIB3048-016-Q1-L1-A3 

BLASTX 

g2995990 

214 

2.0e-17 

87 
56 

(AF053746) dormancy-associated protein [Arabidopsis 
thaliana] >gi_2995992 (AF053747 ) dormancy-associated 
protein [Arabidopsis thaliana] 

201201 

LIB3048-016-Q1-L1-A6 

BLASTX 

g2811025 

416 

5.0e-41 

106 
72 

ASPARTIC PROTEINASE PRECURSOR >gi_1944181_dbj_BAA19607_ 
(AB002695) aspartic endopeptidase [Cucurbita pepo] 

201202 

LIB3048-016-Q1-L1-A7 

BLASTN 

gl777727 



27290 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226 

1.0e-124 

230 

100 

Gossypium hirsutum 18S ribosomal RNA gene, partial sequence 
201203 

LIB3048-016-Q1-L1-A8 

BLASTX 

g548488 

430 

1.0e-42 

118 
64 

POLYGALACTURONASE PRECURSOR (PG) (PECTINASE) >gi_166325 
(L12019) polygalacturonase [Actinidia deliciosa] 



Seq. No. 


201204 


Seq* ID 


LIB3048-016-Ql-Ll~Blz 


Method 


BLASTX 


NCBI GI 


g2462745 


BLAST score 


261 


E value 


9.0e-23 


Match length 


121 


% identity 


39 


NCBI Description 


(AC002292) Hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


201205 


Seq. ID 


LIB3048-016-Q1-L1-B2 


Method 


BLASTX 


NCBI GI 


g2244792 


BLAST score 


554 


E value 


4 . 0e-57 


Match length 


119 


% identity 


82 


NCBI Description 


(Z97336) ankyrin homolog [Arabidopsis thaliana] 


Seq. No. 


201206 


Seq. ID 


LIB3048-016-Q1-L1-B6 


Method 


BLASTX 


NCBI GI 


g3132696 


BLAST score 


508 


E value 


8.0e-52 


Match length 


116 


% identity 


84 


NCBI Description 


(AF061962) SAR DNA-binding protein-1 [Pisum sativum] 


Seq. No. 


201207 


Seq. ID 


LIB3048-016-Q1-L1-B7 


Method 


BLASTN 


NCBI GI 


g2995991 


BLAST score 


32 


E value 


6.0e-09 


Match length 


68 


% identity 


87 


NCBI Description 


Arabidopsis thaliana dormancy-associated protein (DRM1 



gene, complete cds 



27291 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201208 

LIB3048-016-Q1-L1-B8 

BLASTX 

g3046703 

618 

1.0e-64 

121 
95 

(AL02174 9) protein kinase ADKl-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201209 

LIB3048-016-Q1-L1-B9 

BLASTX 

gl084349 

582 

2.0e-60 

124 

90 

aldehyde dehydrogenase homolog btg-26 - rape 
>gi__913941_bbs_164188 (S77096) aldehyde dehydrogenase 
homolog=btg-26 [Brassica napus, cv. Bridger, Peptide, 494 
aa] [Brassica napus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201210 

LIB3048-016-Q1-L1-C10 

BLASTX 

g584929 

178 

1.0e-13 

39 

69 

BASIC ENDOCHITINASE CHB4 PRECURSOR >gi_177 99_emb_CAA43708_ 
(X61488) chitinase [Brassica napus] 



Seq. No. 


201211 


Seq. ID 


LIB3048-016-Q1-L1-C12 


Method 


BLASTX 


NCBI GI 


gl518540 


BLAST score 


410 


E value 


3.0e-40 


Match length 


118 


% identity 


70 


NCBI Description 


(U53418) UDP-glucose dehydrogenase [Glycine 


Seq. No. 


201212 


Seq. ID 


LIB3048-016-Q1-L1-C2 


Method 


BLASTX 


NCBI GI 


gl332579 


BLAST score 


493 


E value 


5.0e-50 


Match length 


101 


% identity 


10 


NCBI Description 


(X98063) polyubiquitin [Pinus sylvestris] 


Seq. No. 


201213 



27292 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3048-016-Q1-L1-C4 

BLASTX 

g3393062 

145 

3.0e-09 

94 

37 

(Y17386) putative In2 . 1 protein [Triticum aestivum] 



201214 

LIB3048-016-Q1-L1-C6 

BLASTX 

gll69586 

370 

1.0e-35 

81 

86 

FRUCTOSE-1, 6-BISPHOSPHATASE, 
(D-FRUCTOSE-1, 6-BISPHOSPHATE 



Seq. No. 
Seq. ID 



CYTOSOLIC 

1-PHOSPHOHYDROLASE) (FBPASE) 

(CY-F1) >gi_54207 9_pir S41287 f ructose-bisphosphatase (EC 

3.1.3.11) - potato >gi_440591_emb_CAA54265_ (X76946) 
f ructose-1, 6-bisphosphatase [Solanum tuberosum] 

201215 

LIB3048-016-Q1-L1-C8 

BLASTX 

g3047084 

387 

1.0e-37 

122 

66 

(AF058914) similar to aminoacyl-tRNA synthetases 
[Arabidopsis thaliana] 

201216 

LIB3048-016-Q1-L1-D1 

BLASTX 

g4567260 

181 

7.0e-14 

52 
62 

(ACO 06841) putative NADPH dependent mannose 6-phosphate 
reductase [Arabidopsis thaliana] 

201217 

LIB3048-016-Q1-L1-D11 

BLASTX 

g2462745 

231 

3.0e-19 

121 
36 

(AC002292) Hypothetical protein [Arabidopsis thaliana] 
201218 

LIB3048-016-Q1-L1-D3 



27293 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl!6908 

159 

4.0e-ll 

71 

54 

CAFFEIC ACID 3-0-METHYLTRANSFERASE 
( S-ADENOSYSL-L-METHIONINE : CAFFEIC ACID 
3-0-METHYLTRANSFERASE) (COMT) >gi_166420 (M63853) 
S-adenosyl-L-methionine: caffeic acid 3-0-methyltransf erase 
[Medicago sativa] 

201219 

LIB3048-016-Q1-L1-D6 

BLASTX 

g4098244 

429 

1.0e-42 

106 
79 

(U76409) homeobox 1 protein [Lycopersicon esculentum] 
201220 

LIB3048-016-Q1-L1-E1 

BLASTX 

g3377810 

260 

1.0e-22 

104 

50 

(AF076275) contains similarity to glutaredoxins 
[Arabidopsis thaliana] 



Seq. No. 


201221 


Seq. ID 


LIB3048-016-Q1-L1-E12 


Method 


BLASTX 


NCBI GI 


g629669 


BLAST score 


203 


E value 


6.0e-16 


Match length 


114 


% identity 


37 


NCBI Description 


hypothetical protein - tomato 


Seq. No. 


201222 


Seq. ID 


LIB3048-016-Q1-L1-E2 


Method 


BLASTX 


NCBI GI 


g2244898 


BLAST score 


477 


E value 


4.0e-48 


Match length 


115 


% identity 


77 


NCBI Description 


(Z97338) strong similarity to 



Seq. No. 
Seq. ID 
Method 



regulatory chain, 74K [Arabidopsis thaliana] 
201223 

LIB3048-016-Q1-L1-E3 
BLASTX 



27294 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



g2494320 
170 

3.0e-12 

71 
55 

EUKARYOTIC TRANSLATION INITIATION FACTOR 5 
>gi_1806575_emb_CAA67868_ (X99517 
factor-5 [Zea mays] 



201224 

LIB3048-016-Q1-L1-E6 

BLASTX 

gl364161 

553 

5.0e-57 

119 
89 

thiolase precursor, peroxisomal 



(EIF-5) 
Eukaryotic initiation 



ripe mango 



201225 

LIB3048-016-Q1-L1-E8 

BLASTX 

gl877497 

532 

2.0e-54 

126 

77 

(U88971) 1-aminocyclopropane-l-carboxylate synthase 
[Pelargonium x hortorum] 

201226 

LIB3048-016-Q1-L1-E9 

BLASTX 

gl326165 

306 

3.0e-28 

97 

63 

(U55032) aspartic protease [Brassica napus] 
201227 

LIB3048-016-Q1-L1-F11 

BLASTN 

gl67346 

53 

6.0e-21 

171 
87 

Gossypium hirsutum Lea5-A late embryogenesis-abundant 
protein (Lea5-A) gene, complete cds 

201228 

LIB3048-016-Q1-L1-F3 

BLASTX 

gl518540 

219 

9.0e-21 



27295 



Match length 

% identity 

NCB1 Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



69 
75 

(U53418) UDP-glucose dehydrogenase [Glycine max] 
201229 

LIB3048-016-Q1-L1-F4 

BLASTX 

gl488521 

416 

3.0e-41 

121 

73 

(X99938) RNA helicase [Arabidopsis thaliana] 
201230 

LIB3048-016-Q1-L1-F9 

BLASTX 

gl326165 

284 

2.0e-25 

120 

44 

(U55032) aspartic protease [Brassica napus] 
201231 

LIB3048-016-Q1-L1-G1 

BLASTX 

g542200 

308 

3.0e-28 

106 

51 

hypothetical protein - garden asparagus 
>gi_452714_emb__CAA54526_ (X77320) unknown [Asparagus 
officinalis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201232 

LIB3048-016-Q1-L1-G10 

BLASTX 

gl723239 

348 

5.0e-33 

116 

59 

HYPOTHETICAL 35.7 KD PROTEIN C26A3.11 IN CHROMOSOME I 
>gi_1177358_emb_CAA93234_ (Z69240) putative amidohydrolase 
[Schizosaccharomyces pombe] 

201233 

LIB3048-016-Q1-L1-G11 

BLASTX 

g2622920 

150 

3.0e-10 

71 

42 

(AE000933) dTDP-glucose 4 , 6-dehydratase [Methanobacterium 



27296 



thermoautotrophicum] 



Sea No 


201234 


Seq. ID 


LIB3048-016-Q1-L1-G3 


Method 


BLASTX 


LtX 


rrO Q A 1 


i3±iH.o i score 


Zo 0 


E value 


A Cir^ O C 

4 . ue~zo 


L y J<iU(_Il XcilyL.il 


xuz 


% identity 


bU 


jnujdi uescripuion 


iUi4oou) cjU^rr precursor l^licus carota 


Seq. No. 


201235 


Sea ID 


T,TR^04fi-01 fi-OI -T,1 -CA 


Method 




NCBI GI 


g3892055 


BLAST score 


519 


E value 


5.0e-53 


Match length 


121 


% identity 


79 


NCBI Description 


(AC002330) putative transport protein 




thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201236 

LIB3048-016-Q1-L1-G5 

BLASTX 

g3288883 

354 

9.0e-34 

99 

72 

(AB015431) SAR DNA binding protein [Oryza sativa] 
201237 

LIB3048-016-Q1-L1-G6 

BLASTX 

g2507422 

321 

7.0e-30 

94 

74 

CYSTATHIONINE GAMMA- SYNTHASE PRECURSOR (CGS) 
(0-SUCCINYLHOMOSERINE (THIOL) -LYASE ) >gi_3293261 (AF039206) 
cystathionine gamma- synthase precursor [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201238 

LIB3048-016-Q1-L1-G7 

BLASTX 

g2369766 

284 

1.0e-25 
76 
68 

(AJ001304; 



hypothetical protein [Citrus x paradisi] 



Seq. No. 



201239 



27297 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



LIB3048-016-Q1-L1-G8 

BLASTX 

g2407790 

307 

2.0e-28 

98 

19 

(AF019910) 



grrl [Glycine max] 



201240 

LIB3048-016-Q1-L1-H10 

BLASTX 

g3914019 

471 

2.0e-47 

114 

81 

S - ADENO S YLME T H I ON I NE SYNTHETASE (METHIONINE 
ADENOSYLTRANSFERASE) (ADOMET SYNTHETASE) >gi_2305014 
(AF004317) S-adenosyl-L-methionine synthetase homolog [Musa 
acuminata] 

201241 

LIB3048-016-Q1-L1-H12 

BLASTX 

g2622920 

263, 

5.0e-23 

119 

43 

(AE000933) dTDP-glucose 4, 6-dehydratase [Methanobacterium 
thermoautotrophicum] 

201242 

LIB3048-016-Q1-L1-H4 

BLASTX 

g3096919 

165 

6.0e-12 

40 

72 

(AL023094) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

201243 

LIB3048-016-Q1-L1-H5 

BLASTX 

g3603456 

514 

2.0e-52 

114 

28 

(AF088848) polyubiquitin [Capsicum chinense] 
201244 

LIB3048-016-Q1-L1-H6 
BLASTX 



27298 



II 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3831456 
180 

2.0e-16 

116 

46 

(AC005700) 
thaliana] 



putative ion channel protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



201245 

LIB3048-016-Q1-L1-H7 

BLASTX 

gl654140 

529 

3.0e-54 

122 
83 

(U37840) lipoxygenase [Lycopersicon esculentum] 
201246 

LIB3048-016-Q1-L1-H9 

BLASTX 

g3264771 

163 

8.0e-12 

45 

64 

(AF071895) turgor-responsive-like protein [Prunus 
armeniaca] 

201247 

LIB3048-017-Q1-L1-A10 

BLASTX 

g2244905 

356 

6.0e-34 

110 

56 

(Z 97 339} indole-3-acetate beta-glucosyltransf erase 
[Arabidopsis thaliana] 

201248 

LIB3048-017-Q1-L1-A11 

BLASTX 

g3746059 

510 

7.0e-52 

138 

66 

(AC005311) putative cysteinyl-tRNA synthetase [Arabidopsis 
thaliana] >gi_4432812_gb_AAD20662_ (AC006593) putative 
cysteinyl-tRNA synthetase [Arabidopsis thaliana] 

201249 

LIB3048-017-Q1-L1-A12 

BLASTX 

gl26770 

591 



27299 



II 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
- % identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-63 

123 

98 

MALATE SYNTHASE, GLYOXYSOMAL >gi_68218_pir SYCNMU malate 

synthase (EC 4.1.3.2) - upland cotton 

>gi_18507__emb_CAA36546_ (X52305) malate synthase (AA 1-567) 
[Gossypium hirsutum] 

201250 

LIB3048-017-Q1-L1-A3 

BLASTX 

g3913431 

249 

1.0e-21 

96 

53 

PUTATIVE PRE-MRNA SPLICING FACTOR ATP-DEPENDENT RNA 
HELICASE SPAC10F6.02C >gi_2661607_emb_CAA15715_ (AL009197) 
hypothetical mrna splicibg factor [Schizosaccharomyces 
pombe] 

201251 

LIB3048-017-Q1-L1-A4 

BLASTX 

g2827548 

180 

3.0e-13 

83 

47 

(AL021635) 
thaliana] 



cytochrome P450 - like protein [Arabidopsis 



201252 

LIB3048-017-Q1-L1-A5 

BLASTX 

g3249105 

425 

5.0e-42 

120 

65 

(AC003114) Contains similarity to protein phosphatase 2C 
(ABI1) gb_X78886 from A. thaliana. [Arabidopsis thaliana] 

201253 

LIB3048-017-Q1-L1-A6 

BLASTX 

g4455210 

205 

3.0e-16 

107 
43 

(AL035440) putative aspartate-tRNA ligase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 



201254 

LIB3048-017-Q1-L1-A8 
BLASTX 



27300 



o 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl495251 
330 

7.0e-31 

126 

54 

(Z70314) 



heat-shock protein [Arabidopsis thaliana] 



201255 

LIB3048-017-Q1-L1-A9 

BLASTX 

gl25606 

227 

8.0e-19 

76 

58 

PYRUVATE KINASE, CYTOSOLIC ISOZYME >gi_100463_pir S12248 

pyruvate kinase (EC 2.7,1.40) - potato 

>gi_2257 6_emb_CAA37727__ (X53688) pyruvate kinase [Solanum 
tuberosum] 



Seq. No. 


201256 


Seq. ID 


LIB3048-017-Q1-L1-B1 


Method 


BLASTX 


NCBI GI 


g633110 


BLAST score 


526 


E value 


6.0e-54 


Match length 


110 


% identity 


92 


NCBI Description 


(D31843) plasma membrane H+-ATPase [Oryza sativa] 


Seq. No. 


201257 


Seq. ID 


LIB3048-017-Q1-L1-B10 


Method 


BLASTN 


NCBI GI 


g3849811 


BLAST score 


35 


E value 


1.0e-10 


Match length 


91 


% identity 


85 


NCBI Description 


Arabidopsis thaliana chromosome I BAC T2P11 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


201258 


Seq. ID 


LIB3048-017-Q1-L1-B3 


Method 


BLASTX 


NCBI GI 


g421855 


BLAST score 


389 


E value 


8.0e-38 


Match length 


112 


% identity 


70 


NCBI Description 


alanine — tRNA ligase (EC 6.1.1.7) - Arabidopsis thai 




(fragment) 


Seq. No. 


201259 


Seq. ID 


LIB3048-017-Q1-L1-B4 


Method 


BLASTX 


NCBI GI 


gl856971 


BLAST score 


465 



27301 



E value 
Match length 
% identity 
NCBI Description 



1.0e-46 

98 
90 

(D26058) This gene is specifically expressed at the S phase 
during the cell cycle in the synchronous culture of 
periwinkle cells. [Catharanthus roseus] 



beq. No* 


OHIO CA 


Seq. ID 


T T"D Q A /I Q _ HI *7 _A1 _T 1 — "D £ 


Method 


T3T 7A QTY 


IMOol bl 


o A c AO yl 0 


BLAST score 




E value 




ixiaxcn xengun 


o / 


% identity 


56 


NCBI Description 


(AF080436) mitogen activated protein ] 




sativa] 


Seq, No. 


zUlzol 


beq. ID 




Method 


BLASTX 


NCBI GI 


g2369714 


BLAST score 


493 


E value 


4 . ue-ou 


Match length 


104 


% identity 


92 


NCBI Description 


(Z 97 17 8) elongation factor 2 [Beta vu! 


Seq. No. 


201262 


Seq. ID 


t Tn i a / n ait <^v i Ti no 

LIB3048-017-Q1-L1-B8 


Method 


BLASTX 


NCBI GI 


gl531674 


BLAST score 


C *"7 O 

572 


E value 


O Art CQ 


Match length 


111 


% identity 


95 


NCBI Description 


(Uoo4oz) actin [Stnga asiaticaj 


Seq. No. 


201263 


Seq* ID 


T TD"3n/IQ AIT TI DO 


Method 


BLASTX 


NCBI GI 


g4558664 


BLAST score 




E value 


7 . Oe-23 


Match length 


IOC 


% identity 


11 


NCBI Description 


(AC007063) hypothetical protein [Arab. 


Seq. No. 


201264 


Seq. ID 


LIB3048-017-Q1-L1-C1 


Method 


BLASTX 


NCBI GI 


g2507426 


BLAST score 


474 


E value 


1.0e-47 


Match length 


128 


% identity 


73 


NCBI Description 


ALANYL-TRNA SYNTHETASE, MITOCHONDRIAL 



27302 



(ALANINE — TRNA LIGASE) (ALARS) >gi_1673365_emb_CAA80380_ 
(Z22673) mitochondrial tRNA-Ala synthetase [Arabidopsis 
thaliana] 



Seq. No. 


201265 


oeq. ±u 


t TR^ndft— ni 7-ni — t i -pi n 


LYiennoQ 


DixrlO ± A 






DLirlO 1 Style 


Rfl 9 


E value 


9 no- £fi 
^ • ue ou 


Match length 




-& iuenx.ity 


fin 

o u 


WPRT Hp^pri nf*"i nn 


f7.^7'^'^fi^ ^n"k"\7T"i n hrnnnlnrr T Arahiidor)53 i s 1~halianal 

\£jJf*J+J\J/ 0.1 1 Ji.^y J LI I i 1 vJilLW -L Uy [_ CIJ^-L ^A.W^' O-LO L.ilCL-1 — L 0.1 1C3. J 


Seq. No. 


201266 


Seq. ID 


LIB3048-017-Q1-L1-C11 


Method 


BLASTX 


NCBI GI 


gll9010 


BLAST score 


202 


E value 


2.0e-16 


Match length 


46 


% identity 


85 


NCBI Description 


GLUCAN END0-1,3-BETA-GLUC0SIDASE, BASIC VACUOLAR 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score- 

E value 

Match length 

% identity 

NCBI Description 



GGIB50 PRECURSOR ( (l->3) -BETA-GLUCAN ENDOHYDROLASE) 
( (l->3)-BETA-GLUCANASE) (BETA-1, 3-ENDOGLUCANASE, BASIC) 

(GLUCANASE GLA) >gi_100329_pir A38257 glucan 

endo-1, 3-beta-D-glucosidase (EC 3.2.1.39) basic precursor 
(clone gglbSO) - common tobacco (cv. Samsun NN) 

201267 

LIB3048-017-Q1-L1-C12 

BLASTX 

gl076668 

364 

7.0e-35 

111 

63 

NADH dehydrogenase (EC 1.6.99.3) - potato 
>gi_639834_emb_CAA58823_ (X83999) NADH dehydrogenase 
[Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



201268 

LIB3048-017-Q1-L1-C2 

BLASTX 

gl769887 

454 

2.0e-45 

106 

78 

(X95736) amino acid permease 
201269 

LIB3048-017-Q1-L1-C3 

BLASTX 

g2529703 

494 

4.0e-50 



6 [Arabidopsis thaliana] 



27303 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



118 
82 

(AF000142) class II knotted-like homeodomain protein 
[Lycopersicon esculentum] 

201270 

LIB3048-017-Q1-L1-C5 

BLASTX 

g2642648 

381 

8.0e-51 

139 

78 

(AF033852) cytosolic heat shock 70 protein; HSC70-3 
[Spinacia oleracea] >gi_2660768 (AF034616) cytosolic heat 
shock 70 protein [Spinacia oleracea] >gi_2660770 (AF034 617) 
cytosolic heat shock 70 protein [Spinacia oleracea] 



Seq, No. 


201271 


Seq. ID 


LIB3048-017-Q1-L1-C9 


Method 


BLASTX 


NCBI GI 


gl488521 


BLAST score 


453 


E value 


3. 0e-45 


Match length 


126 


% identity 


70 


NCBI Description 


(X99938) RNA helicase [Arabidopsis thaliana] 


Seq. No. 


201272 


Seq. ID 


LIB3048-017-Q1-L1-D11 


Method 


BLASTX 


NCBI GI 


g2832642 


BLAST score 


314 


E value 


6. 0e-30 


Match length 


124 


% identity 


25 


NCBI Description 


(AL021710) putative protein [Arabidopsis thaliana] 


Seq. No. 


201273 


Seq. ID 


LIB3048-017-Q1-L1-D4 


Method 


BLASTX 


NCBI GI 


g4432866 


BLAST score 


252 


E value 


1.0e-21 


Match length 


117 


% identity 


37 


NCBI Description 


(AC006300) putative reverse transcriptase [Arabidops 




thaliana] 


Seq. No. 


201274 


Seq. ID 


LIB3048-017-Q1-L1-D5 


Method 


BLASTX 


NCBI GI 


g4567251 


BLAST score 


287 


E value 


3.0e-26 


Match length 


70 


% identity 


76 



27304 



NCBI Description (AC007070) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201275 

LIB3048-017-Q1-L1-D7 

BLASTX 

gl483230 

399 

6.0e-39 

106 

80 

(X99654) MADS 4 protein [Betula pendula] 
201276 

LIB3048-017-Q1-L1-E1 

BLASTX 

gl084349 

431 

1.0e-42 

122 

75 

aldehyde dehydrogenase homolog btg-26 - rape 
>gi_913941_bbs_164188 (S77096) aldehyde dehydrogenase 
homolog=btg-26 [Brassica napus, cv. Bridger, Peptide, 
aa] [Brassica napus] 



494 



Seq. No. 


201277 


Seq. ID 


LIB3048-017-Q1-L1-E12 


Method 


BLASTX 


NCBI GI 


g4539400 


BLAST score 


489 


E value 


2.0e-49 


Match length 


125 


% identity 


75 


NCBI Description 


(AL035526) putative prote 


Seq. No. 


201278 


Seq. ID 


LIB3048-017-Q1-L1-E2 


Method 


BLASTX 


NCBI GI 


g2129597 


BLAST score 


546 


E value 


4.0e-56 


Match length 


109 


% identity 


94 


NCBI Description 


glutamate dehydrogenase 1 



Arabidopsis thaliana 
>gi_1098960 (U37771) glutamate dehydrogenase 1 [Arabidopsis 
thaliana] >gi_1293095 (U53527) glutamate dehydrogenase 1 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201279 

LIB3048-017-Q1-L1-E4 

BLASTX 

gl272410 

343 

7.0e-47 

117 

74 

(U52045) immunophilin precursor 



[Vicia faba] 



27305 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201280 

LIB3048-017-Q1-L1-E7 

BLASTX 

g4325338 

630 

6.0e-66 

128 

88 

(AF128392) No definition line found [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201281 

LIB3048-017-Q1-L1-E9 

BLASTX 

g3746059 

534 

1.0e-54 

135 

69 

(AC005311) putative cysteinyl-tRNA synthetase [Arabidopsis 
thaliana] >gi_4432812_gb_AAD20662_ (AC006593) putative 
cysteinyl-tRNA synthetase [Arabidopsis thaliana] 



Seq. No. 


201282 


Seq. ID 


LIB3048-017-Q1-L1-F1 


Method 


BLASTX 


NCBI GI 


g2244792 


BLAST score 


577 


E value 


8,0e-60 


Match length 


127 


% identity 


80 


NCBI Description 


(Z 97336) ankyrin homolog 


Seq. No. 


201283 


Seq. ID 


LIB3048-017-Q1-L1-F10 


Method 


BLASTX 


NCBI GI 


gll07526 


BLAST score 


523 


E value 


2.0e-53 


Match length 


127 


% identity 


77 


NCBI Description 


(X87931) SIEP1L protein 


Seq. No. 


201284 


Seq. ID 


LIB3048-017-Q1-L1-F12 


Method 


BLASTX 


NCBI GI 


g2772934 


BLAST score 


465 


E value 


1.0e-46 


Match length 


112 


% identity 


76 


NCBI Description 


(AF030357) C-8,7 sterol 




thaliana] 


Seq. No. 


201285 


Seq. ID 


LIB3048-017-Q1-L1-F2 


Method 


BLASTX 



isomerase; aSIl [Arabidopsis 



27306 



© 



NCBI GI 


g2244792 


BLAST score 


277 


E value 


o • VJ c ^> J 


l v Ia.LL-il xeiiyLii 


X U X 




o o 




(7.^1 r \'^fi\ anVvri n hnmnl nrr [Rrahi don^i ^ tha 1 iana 1 

^ ij j? / j ju/ ai j. js._y j_ _Lii i iwiu.wj_vjy l ■'i-'- au _l uupo -1. O LHUX^aila J 


oeq. no. 


9ni 9P £ 


Oc\Ji 1JJ 




trie LX1ULI 


RT A^TY 


NCBI GI 


g4558664 


BLAST score 


228 


Hi VaXLie 


1 t Uc X J 


A A --\ 4~ r~i r*\ 1 Q-y^ / 1 1 W 

LYiaLCu xenytfi 


1 1 Q 
110 




7 


"NT "D T n ^ o /■» v 1 y™\ +*■ t /-vy*! 
IN^DX UcbLlipulOIl 


A7ir ,, nn7nfi*^^ Vi \rr\/~ , i+* In of i pa 1 nrnt" oin r Z\ r*a V\ *i H nn ci cs "hVial i ansl 
\riLUU / UOJj Iiy^vJ LXlc LXL-ctX £^X vj Ltt -L J.1 |_ "X aUJ.UU^J o -L O LilaX±.alla J 


oeq. jno . 


Oni 9Q7 


O * XL/ 


T.TR^n4ft-m 7-Ol -T,1 -F4 

lilDJU'i O UX/ v- 1 - - Lj - i - " 


Mof Vi aH 

l it. UliVJLi 


RT.A^TY 
Diino x 2\. 


NPRT fJT 

INLDl \J X 




BLAST score 


240 


E value 


3.0e-20 


riattu Xcliy Lll 


1ZO 


^> XQ.en.LXLy 




NCBI Description 


viiriz^ioZ; iuoiyDuop lenii syniznase suipnuryiase j_iMicoL.ia.na 




pxUitiXJcly lllliuild J 


beq. no. 


zUlzoo 


oeq t xu 


T TR^HAR — 01 7— HI — T 1 — F£ 


LYicLXlULl 


RT a<5TV 


NCBI GI 


g633110 


BLAST score 


482 


Ej value 


7 flci— AQ 


ixiaL.cn lengun 


y o 


% identity 


y4 


iNOoX UcbLIipLlOn 


\ uo X o f± o / jjiaoiUci iLLciiLUX aim n» i-ii ira&fc; LUiy^a saiivaj 


beq. NO* 


zuizyy 


ot?y» XJJ 


Xil-DOUfiO UX / \JX XiX r / 


L v lt2 LliLfLl 


RT A^TY 


MfDT r«T 
1NL/I3X Ul 


rrA9 f\91 49 
y ft Z Oz- X ft Z 


BLAST score 


268 


E value 


1.0e-23 


riai.cn lengtn 


ft7 


^ laenLiLy 


o o 


NCBI Description 


lALUUoz/o; punacive aiconoi aenyarogenase LHraoiaopsis 




LXlallciilcl J 


beq. No. 


zuiz yu 


Corf TFl 

oeq. xjj 


T TR^HAP-m 7— m — T 1 -FP 
laXDOUft 0 U X / yl -uX Jc O 


ile L11UU. 




NCBI GI 


gl848212 


BLAST score 


428 


E value 


2.0e-42 


Match length 


83 


% identity 


45 



27307 



NCBI Description 



(Y11209) protein disulf ide-isomerase precursor [Nicotiana 
tabacum] 



Seq. No. 


201291 


Seq. ID 


LIB3048-017-Q1-L1-G3 


Metnoa 


DT 7\ Crpv 


NCBI GI 


^■ACAAACA 

g4544454 


BLAST score 


A *7 A 

474 


E value 


n n« a o 

3 . Ue-4o 


Mat cn 1 eng t n 


1 O O 


% identity 


1 A 

/4 


NCBI Description 


vriouuDDyz; puuacive uiMfij protein LAraD loops is unanana 






Seq. ID 


LIB3048-017-Q1-L1-G4 


Method 


BLASTX 


NCBI GI 


g2827715 


BLAST score 


503 


E value 


4.0e-51 


Match length 


125 


% identity 


9 


NCBI Description 


(AL021684) receptor protein kinase - like protein 



[Arabidopsis thaliana] 



Seq. No. 


201293 


Seq. ID 


LIB3048-017-Q1-L1-H2 


Method 


BLASTX 


NCBI GI 


g4164161 


BLAST score 


478 


E value 


3.0e-48 


Match length 


118 


% identity 


74 


NCBI Description 


(AB015497) ethylene response sensor [Passiflora 


Seq. No. 


201294 


Seq. ID 


LIB3048-017-Q1-L1-H3 


Method 


BLASTN 


NCBI GI 


g3869068 


BLAST score 


78 


E value 


8.0e-36 


Match length 


248 


% identity 


86 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3, 




MDC16, complete sequence [Arabidopsis thaliana] 


Seq. No. 


201295 


Seq. ID 


LIB3048-017-Q1-L1-H4 


Method 


BLASTX 


NCBI GI 


g3643611 


BLAST score 


455 


E value 


2.0e-45 


Match length 


122 


% identity 


72 


NCBI Description 


(AC005395) putative casein kinase [Arabidopsis 


Seq. No. 


201296 


Seq. ID 


LIB3048-017-Q1-L1-H6 



PI clone: 



27308 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No* 

Sef. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl335862 

641 

3.0e-67 

136 

92 

(U42608) 



clathrin heavy chain [Glycine max] 



201297 

LIB3048-017-Q1-L1-H8 

BLASTX 

g3643611 

189 

2.0e-15 

81 
57 

(AC005395) putative casein kinase [Arabidopsis thaliana] 
201298 

LIB3048-018-Q1-L1-A1 

BLASTX 

g548774 

273 

2.0e-24 

78 

68 

60S RIBOSOMAL PROTEIN L7A >gi_542158_pir S38360 ribosomal 

protein L7a - rice >gi_303855_dbj_BAA02156_ (D12631) 
ribosomal protein L7A [Oryza sativa] 

201299 

LIB3048-018-Q1-L1-A11 

BLASTX 

g2398679 

594 

7.0e-62 

118 

95 

(Y14797) 
synthase 



3-deoxy-D-arabino-heptulosonate 7 -phosphate 
[Morinda citrifolia] 



201300 

LIB3048-018-Q1-L1-A12 

BLASTX 

g3426051 

315 

4.0e-29 

122 

53 

(AC005168) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



201301 

LIB3048-018-Q1-L1-A6 

BLASTX 

gll9354 

214 

1.0e-17 



27309 



Match length 

% identity 

NCBI Description 



54 
81 

ENOLASE ( 2 - PHOS PHOGLYCERATE DEHYDRATASE) 

(2-PHOSPHO-D-GLYCERATE HYDRO -LYASE) >gi_82082_pir JQ1185 

phosphopyruvate hydratase (EC 4.2.1.11) - tomato 
>gi_19281_emb_CAA41115_ (X58108) enolase [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201302 

LIB3048-018-Q1-L1-A8 

BLASTX 

g4539335 

272 

5.0e-24 

133 

40 

(AL035539) putative protein [Arabidopsis thaliana] 
201303 

LIB3048-018-Q1-L1-B1 

BLASTX 

gl20673 

374 

3.0e-36 

93 

77 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66013__pir DEPJG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - garden petunia 
>gi_20551_emb_CAA42904_ (X6034 6) glyceraldehyde 
3-phosphate dehydrogenase [Petunia x hybrida] 



Seq. No. 


201304 


Seq. ID 


LIB3048-018-Q1-L1-B10 


Method 


BLASTX 


NCBI GI 


g4539422 


BLAST score 


236 


E value 


5.0e-20 


Match length 


84 


% identity 


58 


NCBI Description 


(AL04 9171) putative protein 


Seq. No. 


201305 


Seq. ID 


LIB3048-018-Q1-L1-B12 


Method 


BLASTX 


NCBI GI 


g2813966 


BLAST score 


154 


E value 


3.0e-10 


Match length 


100 


% identity 


38 


NCBI Description 


(Z97053) placental protein 




>gi_4 54521 9_gb_AAD22 4 4 8 . 1_ 




sapiens] 


Seq. No. 


201306 


Seq. ID 


LIB3048-018-Q1-L1-B3 


Method 


BLASTX 



[Homo sapiens] 

27) TDE homolog [Homo 



27310 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl3€739 
229 

8.0e-32 

109 

64 

UTP — GLUCOSE- 1 -PHOSPHATE URIDYLYLTRANSFERASE (UDP-GLUCOSE 

PYROPHOSPHORYLASE) (UDPGP) >gi_67061jpir XNPOU 

UTP — glucose-l-phosphate uridylyltransf erase {EC 2.7.7.9) 
potato >gi_218001_dbj_BAA00570_ (D00667) UDP-glucose 
pyrophosphorylase precursor [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201307 

LIB3048-018-Q1-L1-B4 

BLASTX 

gl709498 

543 

9.0e-56 

122 

80 

OSMOTIN-LIKE PROTEIN OSM34 PRECURSOR 

>gi_1362001_pir S57524 osmotin precursor - 

thaliana >gi_887390_emb_CAA61411_ (X89008) 
[Arabidopsis thaliana] 



• Arabidopsis 
osmotin 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201308 

LIB3048-018-Q1-L1-B6 

BLASTX 

g2213852 

139 

1.0e-08 

65 

48 

(AF003007) WTL1 [Vitis vinifera] 
201309 

LIB3048-018-Q1-L1-B8 

BLASTX 

gl!74592 

499 

1.0e-61 

141 

83 

TUBULIN ALPHA- 1 CHAIN >gi_2119270_pir S60233 alpha-tubulin 

- garden pea >gi_525332 (U1258 9) alpha-tubulin [Pisum 
sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201310 

LIB3048-018-Q1-L1-B9 

BLASTX 

g3850588 

277 

5.0e-25 

73 

77 

(AC005278) Contains similarity to gb_AB011110 KIAA0538 
protein from Homo sapiens brain and to phospholipid-binding 
domain C2 PF_00168. ESTs gb_AA585988 and gb_T04384 come 



27311 



from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201311 

LIB3048-018-Q1-L1-C10 

BLASTX 

g4508073 

384 

4.0e-37 

99 

70 

(AC005882) 43220 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201312 

LIB3048-018-Q1-L1-C11 

BLASTX 

g3811007 

563 

4.0e-58 

113 

95 

(AB019327) NADP specific isocitrate dehydrogenase [Daucus 
carota] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201313 

LIB3048-018-Q1-L1-C12 

BLASTX 

g3421090 

197 

3.0e-15 

43 
93 

(AF043525) 
thaliana] 



2 OS proteasome subunit PAE2 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201314 

LIB3048-018-Q1-L1-C3 

BLASTX 

g3115374 

173 

1.0e-12 

76 
53 

(AF002016) acyl CoA oxidase homolog [Cucurbita sp.] 
201315 

LIB3048-018-Q1-L1-C4 

BLASTX 

g3115374 

451 

5.0e-45 

124 

70 

(AF002016) acyl CoA oxidase homolog [Cucurbita sp.] 



Seq. No. 
Seq. ID 
Method 



201316 

LIB3048-018-Q1-L1-C8 
BLASTX 



27312 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3044212 
213 

1.0e-17 

50 
84 

(AF057043) 



acyl-CoA oxidase [Arabidopsis thaliana] 



201317 

LIB3048-018-Q1-L1-C9 

BLASTX 

g3122263 

179 

1.0e-13 

44 

77 

EUKARYOTIC TRANSLATION INITIATION FACTOR 4E (EIF-4E) 
(EIF4E) (MRNA CAP-BINDING PROTEIN) {EIF-(ISO)4F 25 KD 
SUBUNIT) {EIF-(ISO)4F P28 SUBUNIT) >gi_2209274 (U62044) 
eukaryotic initiation factor (iso)-4F p28 subunit 
[Arabidopsis thaliana] 

201318 

LIB3048-018-Q1-L1-D1 

BLASTX 

g2129597 

356 

4.0e-34 

73 

93 

glutamate dehydrogenase 1 - Arabidopsis thaliana 
>gi_1098960 (U37771) glutamate dehydrogenase 1 [Arabidopsis 
thaliana] >gi_1293095 (U53527) glutamate dehydrogenase 1 
[Arabidopsis thaliana] 



Seq. No. 


201319 


Seq. ID 


LIB3048-018-Q1-L1-D10 


Method 


BLASTX 


NCBI GI 


g3935168 


BLAST score 


345 


E value 


1.0e-32 


Match length 


136 


% identity 


57 


NCBI Description 


(AC004557) F17L21.11 [Arabidopsis thaliana] 


Seq. No. 


201320 


Seq. ID 


LIB3048-018-Q1-L1-D12 


Method 


BLASTX 


NCBI GI 


gl!9354 


BLAST score 


483 


E value 


3.0e-58 


Match length 


127 


% identity 


86 


NCBI Description 


ENOLASE (2-PHOSPHOGLYCERATE DEHYDRATASE) 



( 2 -PHOS PHO-D-GLYCERATE HYDRO-L YASE ) >gi_8 208 2_pir JQ1 1 8 5 

phosphopyruvate hydratase (EC 4.2.1.11) - tomato 
>gi_19281_emb_CAA41115_ (X58108) enolase tLycopersicon 
esculentum] 



27313 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201321 

LIB3048-018-Q1-L1-D3 

BLASTN 

g758693 

102 

3.0e-50 

130 

95 

Catharanthus roseus S-adenosyl-L-methionine decarboxylase 
proenzyme mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201322 

LIB3048-018-Q1-L1-D4 

BLASTX 

g2117624 

498 

1.0e-50 

120 

78 

peroxidase (EC 1.11.1.7) 
>gi_971564_emb_CAA62228_ 
sativa] 



2 - alfalfa 

(X90695) peroxidase2 [Medicago 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201323 

LIB3048-018-Q1-L1-D5 

BLASTX 

gl361983 

176 

2.0e-13 

56 

66 

ARP protein - Arabidopsis thaliana >gi_886434_emb_CAA89858_ 
(Z49776) ARP protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201324 

LIB3048-018-Q1-L1-D6 

BLASTX 

g2511574 

375 

2.0e-36 

80 

95 

(Y13176) multicatalytic endopeptidase [Arabidopsis 
thaliana] >gi_3421075 (AF043520) 20S proteasome subunit 
PAB1 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201325 

LIB3048-018-Q1-L1-D8 

BLASTX 

g2290683 

276 

9.0e-25 

65 

77 

(AF000136) basic cellulase [Citrus sinensis] 



27314 




beq. NO . 




a&n TV) 

Oclj. J-U 


T,TR"3048-018-Ol-Ll-El 

DID JUU U UXU Sc- 1 - XJ X UJ- 


Method 


DJ_LriO 1 A 


NCBI GI 


g2864624 


BLAST score 


192 


C tt a 1 nfl 
Ej ValUc 


np-i s 


Kiaucn leng in 


o o 


-6 loentity 






fAT. 091811} mutative Drotein TArabidoosis thaliana] 


beq. NO. 


901 ^97 




T,TR'304 8-018-Ol-Ll-E10 

XJ X O O *J TX (J VJ X (J \/ _L U X J_J X V 


Method 


TDT flCTY 
JDxjH.O i A 


NCBI GI 


g3402693 


BLAST score 


143 


SLi value 


7 . Oe-09 




o u 


9- T +- t 4* T t 

■6 iaenmx-y 




VT/^'D X Hdopyi t-iH — i 
inv^DX UcoOIiptlUIl 


f ZXfOn^ 6Q7 \ nnlcnnwn nrofpin TArabidoDSis thaliana! 


beq. no. 


901 ^9fi 




T,TR^n48-01 8-01 -T.I -ES 


Method 


Dxirio 1 A 


NCBI GI 


g3892057 


BLAST score 


212 


E value 


o • ue x / 


Match length 


JO 


% identity 


7 £ 


Tv7 C** T3 X n a e« /—» v* -i t-\ -I - t /~n 

iNLDi UcSCiipLlOU 


^ Z\pnfl9 ^^fl \ hwrv^t-hof- 1 ex 1 nrn^pin r ATPibi dnn^is thalianal 


beq. no. 




Qorr Xn 

beq. XJJ 


T TR^n4ft-fl1 fi-OI -T.I — Fl 

LlDOUfiO UIO Si-*- XjX 11 


Method 


nLi/ibl A 


MfRT fZX 


a3264771 


BLAST score 


215 


E value 


6.0e-18 


TVtT 4— /■■! I y"\ /■* ^ 

i v iaT-cn iengt.n 




^ T r*\ 4*- 1 4" ^ T 

=5 laenuxTzy 


DO 


NUrsi uescription 






a VTY1 DTI i ana 1 


Seq. No. 


zUlooU 


dorr Xn 


illDJUiO UIO \£ X XJ X £XX 


Method 


BLASTX 


NCBI GI 


g3335351 


BLAST score 


476 


E value 


6.0e-48 


Match length 


136 



% identity 10 

NCBI Description (AC004512) Similar to ERECTA receptor protein kinase 

gb_D83257 from A. thaliana. ESTs gb_T41629 and gb_AA586072 
come from this gene. [Arabidopsis thaliana] 



Seq. No. 201331 

Seq. ID LIB3048-018-Q1-L1-F12 

Method BLASTX 

NCBI GI g!399275 



27315 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



647 

6.0e-68 

134 

90 

(U31835) calmodulin-domain protein kinase CDPK isoform 6 
[Arabidopsis thaliana] >gi_2623752 (AC002329) CDPK6 
(calmodulin-domain protein kinase isoform 6) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201332 

LIB3048-018-Q1-L1-F5 

BLASTX 

g4185599 

158 

6.0e-ll 

83 
48 

(AB0107 08) Anthocyanin 5-aromatic acyltransf erase [Gentiana 
triflora] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201333 

LIB3048-018-Q1-L1-F8 

BLASTX 

gll73256 

450 

6.0e-45 - 

108 

82 

40S RIBOSOMAL PROTEIN S4 >gi_6294 96_pir S45026 ribosomal 

protein S4 - upland cotton >gi_488739_emb_CAA55882__ 

(X79300) ribosomal protein, small subunit 4e (RS4e) 

[Gossypium hirsutum] 



Seq. No. 


201334 


Seq. ID 


LIB3048-018-Q1-L1-G1 


Method 


BLASTX 


NCBI GI 


g4100433 


BLAST score 


185 


E value 


3.0e-14 


Match length 


55 


% identity 


58 


NCBI Description 


(AF000378) beta-glucosidase [Glycine max] 


Seq. No. 


201335 


Seq. ID 


LIB3048-018-Q1-L1-G10 


Method 


BLASTX 


NCBI GI 


g3461820 


BLAST score 


214 


E value 


3.0e-17 


Match length 


57 


% identity 


61 


NCBI Description 


(AC004138) unknown protein [Arabidopsis thaliana] 


Seq. No. 


201336 


Seq. ID 


LIB3048-018-Q1-L1-G12 


Method 


BLASTX 


NCBI GI 


g!32944 



27316 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



601 

1.0e-62 

120 

91 

60S RIBOSOMAL PROTEIN L3 >gi_81658_pir JQ0772 ribosomal 

protein L3 (ARP2) - Arabidopsis thaliana >gi_806279 
(M32655) ribosomal protein [Arabidopsis thaliana] 



oeg. no* 




beg. id 




Method 


"DT 7\ C TV 




rrA lit. A 


■Q T 7VQT cpnro 


JO / 


E value 


3.0e-35 


Match length 


90 


-s identity 


/y 


NCBI Description 


(AF0yo4oo) latex-abundant protein 


beg. wo. 




Seg. ID 


LIB3048-018-Q1-L1-G5 


Method 


BLASTX 


NCBI GI 


gl3641ol 


BLAST score 


/TO C 


E value 


5 . Oe-63 


Match length 


132 


% identity 


87 


NCBI Description 


thiolase precursor, peroxisomal - 


Seg* No. 


201339 


Seg. ID 


LIB3048-018-Q1-L1-G9 


Method 


BLASTX 


NCBI GI 


g36420l4 


BLAST score 


1 O A 

lo4 


E value 


1 . ue-lo 


Match length 


85 


% identity 


42 


NCBI Description 


(AL031620) similar to Zinc finger 




[Caenorhabditis elegans] 


Seg. No. 


201340 


Seg. ID 


LIB3048-018-Q1-L1-H1 


Method 


BLASTX 


NCBI GI 


gll43322 


cJ_iAbi score 


OCT 


E value 


2.0e-34 


Match length 


82 


% identity 


79 


NCBI Description 


(U40979) alfa-carboxyltransf erase 


Seg. No. 


201341 


Seg. ID 


LIB3048-018-Q1-L1-H12 


Method 


BLASTN 


NCBI GI 


g2605910 


BLAST score 


65 


E value 


2.0e-28 


Match length 


168 


% identity 


85 



- ripe mango 



C3HC4 type (RING finger) 



[Glycine max] 



27317 



NCBI Description 



Kosteletzkya virginica clone KVATP3 plasma membrane 
H+-ATPase mRNA, partial cds 



Seq. No. 


201342 


Seq. ID 


LIB3048-018-Q1-L1-H4 


JMiernoa 


DT 7\ OrpV 




goo Jo jo o 


BLAST score 


oo / 


E value 


1 . ue— ol 


Match lengtn 


ny 


% identity 




NCBI Description 


lAL-uuouzoj nyporneun 


Seq* No. 


ZUlo4o 


Seq. ID 


LIB3048-018-Q1-L1-H6 


Method 


BLASTX 


NCBI GI 


g4oaU4ou 


BLAST score 


331 


E value 


3. Oe-31 


Matcn lengtn 


Q 1 
O I 


% identity 


81 


NCBI Description 


(AC006081) putative . 




thaliana] 


Seq. No. 


201344 


Seq. ID 


LIB3048-019-Q1-L1-A1 


Method 


BLASTX 


NCBI GI 


g2281115 


BLAST score 


614 


E value 


5.0e-64 


Match length 


145 


% identity 


81 


NCBI Description 


(AC002330) putative 




thaliana] 



4 [Arabidopsis 



1 protein [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201345 

LIB3048-019-Q1-L1-A11 

BLASTX 

g486993 

154 

9.0e-ll 

66 

53 

translation elongation factor eEF-1 alpha chain (clone 
50-1.5) - slime mold {Dictyostelium discoideum) (fragment) 
>gi_7277_emb_CAA39442_ (X55972) elongation factor 1 alpha 
[Dictyostelium discoideum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201346 

LIB3048-019-Q1-L1-A12 

BLASTX 

g70644 

654 

9.0e-69 

137 
18 

ubiquitin precursor - common sunflower 



(fragment) 



27318 



© 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201347 

LIB3048-019-Q1-L1-A3 

BLASTX 

g3608155 

336 

2.0e-31 

146 

48 

(AC005314) putative RNA helicase [Arabidopsis thaliana] 
201348 

LIB3048-019-Q1-L1-A9 

BLASTX 

gll74592 

599 

2.0e-62 

113 
100 

TUBULIN ALPHA- 1 CHAIN >gi_2119270_pir S60233 alpha-tubulin 

- garden pea >gi_525332 (U12589) alpha-tubulin [Pisum 
sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201349 

LIB3048-019-Q1-L1-B1 

BLASTX 

g4417304 

518 

8.0e-53 

146 

62 

(AC006446) putative beta-1, 4-mannosyl-glycoprotein 
beta-1, 4-N-acetylglucosaminyltransferase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201350 

LIB3048-019-Q1-L1-B10 

BLASTX 

g4006829 

610 

1.0e-63 

136 

86 

(AC005970) putative protein kinase [Arabidopsis thaliana] 
201351 

LIB3048-019-Q1-L1-B12 

BLASTX 

gl346180 

382 

6.0e-37 

85 

85 

GLYCINE-RICH RNA-BINDING PROTEIN GRP1A >gi_496233 (L31374) 
homology with RNA-binding proteins in meristematic tissue 
[Sinapis alba] 



27319 



# 



Seq. No. 




beq. id 






DT a CITY 


NCBI GI 


™c a a o c a 

go442bU 


BLAST score 


o4U 


E value 


2.0e-55 


Match length 


134 


% identity 


/ b 


NCBI Description 


T-i n T TT!\AT7 , VT nnnrpT?TM DU"P7\ TMTMP DTr'TT'DTPi'D / tJ HIT T P T^fT? DTT'iT? ^ 

ILK LUJyiiliJN rKUlhilN Kcjl/ilNliNVj KHjUiLr J.UK. ^nUiiilj KiLC&ir 1 UJt\J 


>gi j41ooU pir A4yo/ / enoopxasinic reticulum reienLion 




receptor Erd2 — Arabidopsis thaliana 


Seq, No. 




beq. iu 


t TTa^n^iQ— ni Q— ni — t i — r7 


Method 


tSixtiO 1 A 


NCBI GI 


g4510406 


BLAST score 


389 


E value 


± . ue— 0 1 


Match length 


1 1 A 

114 


% identity 


DO 


NCBI Description 


^rlUU U 03 0 / / putative piUtcxIl Js.XIla.oc L"l C ** J J-\J.u^o _lo Liia±±aiia 


Seq. No. 


zUloo4 


Seq. ID 


t Tmn/Q ni q_ r»i _t i _dq 
LlnoU4o-Uiy-yi-Ll-bo 


Method 


"DT 7\ CT>V 




rrO 0 E; Oil 1 Q 


BLAST score 


341 


E value 


5.0e-32 


Match length 


101 


% identity 


61 


NCBI Description 


(AF007875) dolichol monophosphate mannose synthase [Homo 




sapiens] 


Seq. No. 


ZUIOOD 


beq. iu 




Method 


BLASTX 


NCBI GI 


g2618699 


BLAST score 


149 


E value 


0 a ^ a a 

2 . Ue-uy 


»#_ i T . ___t_ 1_ 

Match length 


c a 

50 


% identity 


60 


NCBI Description 


(ACUUzolU) unknown protein LAraoiaopsis tnananaj 


Seq. No. 


OAT O C /*" 


Seq. ID 




Method 




NCBI GI 


g4468046 


BLAST score 


298 


E value 


5. Oe-27 


Match length 


115 


% identity 


57 


NCBI Description 


(Aoyiy^ ) catecnox meunyitransrerase [ Vdniiia piamioiiaj 


Seq. No. 


201357 


Seq. ID 


LIB3048-019-Q1-L1-C11 


Method 


BLASTX 


NCBI GI 


g3249064 



27320 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



461 

4.0e-46 

139 

64 

(AC004473) Strong similarity to trehalose-6-phosphate 
synthase homolog gb_2245136 from A. thaliana chromosome 4 
contig gb_Z97344. [Arabidopsis thaliana] 

201358 

LIB3048-019-Q1-L1-C2 

BLASTX 

g2673917 

520 

4.0e-53 

131 

50 

(AC002561) 
thaliana] 



putative ATP-dependent RNA helicase [Arabidopsis 



201359 

LIB3048-019-Q1-L1-C6 

BLASTX 

g2462745 

250 

2.0e-21 

121 

37 

(AC002292) Hypothetical protein [Arabidopsis thaliana] 
201360 

LIB3048-019-Q1-L1-C8 

BLASTX 

g267146 

554 

5.0e-57 

151 

66 

DNA TOPOISOMERASE I >gi_99762_pir S22864 DNA topoisomerase 

(EC 5.99.1.2) I - Arabidopsis thaliana 
>gi__16558_emb_CAA40763_ (X57544) topoisomerase I 

[Arabidopsis thaliana] >gi_445137__prf 1908437A 

topoisomerase I [Arabidopsis thaliana] 

201361 

LIB3048-019-Q1-L1-C9 

BLASTX 

g4468817 

302 

1.0e-27 

70 

49 

(AL035601) putative protein [Arabidopsis thaliana] 
201362 

LIB304 8-019-Q1-L1-D1 

BLASTX 

g4432866 



27321 



II 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398 

1.0e-38 

145 

50 

(AC006300) putative reverse transcriptase [Arabidopsis 
thaliana] 

201363 

LIB3048-019-Q1-L1-D10 

BLASTX 

g629562 

574 

2.0e-59 

139 

77 

sulfate adenylyltransf erase (EC 2.7.7.4) - Arabidopsis 
thaliana >gi_2129743_pir S68024 sulfate 

adenylyltransf erase (EC 2.7.7.4) precursor (clone APS2) - 
Arabidopsis thaliana >gi_487404^emb_CAA55799_ (X79210) 
sulfate adenylyltransferase [Arabidopsis thaliana] 
>gi_1228104 (U06276) ATP sulfurylase [Arabidopsis thaliana] 
>gi_1378028 (U40715) ATP sulfurylase precursor [Arabidopsis 
thaliana] >gi_1575324 (U59737) ATP sulfurylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201364 

LIB3048-019-Q1-L1-D11 

BLASTX 

gl769901 

422 

1.0e-41 

140 

59 

(X95737) proline transporter 1 [Arabidopsis thaliana] 
>gi_2088642 (AF002109) proline transporter 1 [Arabidopsis 
thaliana] 

201365 

LIB3048-019-Q1-L1-D12 

BLASTX 

g421929 

480 

2.0e-48 

147 

9 

ubiquitin - tomato >gi_312160_emb_CAA51679__ (X73156) 
ubiquitin [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201366 

LIB3048-019-Q1-L1-D5 

BLASTX 

g3763933 

378 

2.0e-36 

133 

73 

(AC004450) unknown protein [Arabidopsis thaliana] 



27322 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201367 

LIB3048-019-Q1-L1-D6 

BLASTX 

g2894612 

602 

2. Oe-63 

142 

85 

(AL021889) putative protein [Arabidopsis thaliana] 
201368 

LIB3048-019-Q1-L1-E1 

BLASTX 

g629602 

352 

2.0e-33 

119 

59 

probable imbibition protein - wild cabbage 
>gi_488787_emb_CAA55893_ (X79330) putative imbibition 
protein [Brassica oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201369 

LIB3048-019-Q1-L1-E10 

BLASTX 

gl769901 

272 

1.0e-34 

133 
57 

(X95737) proline transporter 1 [Arabidopsis thaliana] 
>gi_2088642 (AF002109) proline transporter 1 [Arabidopsis 
thaliana] 

201370 

LIB3048-019-Q1-L1-E12 

BLASTX 

g2245070 

402 

3.0e-39 

94 

77 

(Z97342) hypothetical protein [Arabidopsis thaliana] 
201371 

LIB3048-019-Q1-L1-E2 

BLASTX 

g4530126 

422 

1.0e-41 

116 

71 

(AF078082) receptor-like protein kinase homolog RK20-1 
[Phaseolus vulgaris] 



Seq. No. 



201372 



27323 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3048-019-Q1-L1-E5 

BLASTX 

g2924781 

418 

4.0e-41 

136 

62 

(AC002334) putative cellulose synthase [Arabidopsis 
thaliana] 



Seq. No, 


201373 


Seq. ID 


LIB3048-019-Q1-L1-E6 


Method 


BLASTX 


NCBI GI 


goo y 4 lo y 


BLAST score 


161 


E value 


6.0e-ll 


Match length 


80 


% identity 


40 


NCBI Description 


(AC005312) hypothetical protein 


Seq. No, 


201374 


Seq. ID 


LIB3048-019-Q1-L1-E8 


Method 


BLASTX 


NCBI GI 


gl399275 


BLAST score 


695 


E value 


1.0e-73 


Match length 


145 


% identity 


90 


NCBI Description 


(U31835) calmodulin-domain prot 



[Arabidopsis thaliana] >gi_2623752 (AC002329) CDPK6 
(calmodulin-domain protein kinase isoform 6) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201375 

LIB3048-019-Q1-L1-E9 

BLASTX 

g2129597 

554 

4.0e-57 

109 

95 

glutamate dehydrogenase 1 - Arabidopsis thaliana 
>gi_1098960 (U37771) glutamate dehydrogenase 1 [Arabidopsis 
thaliana] >gi_1293095 (U53527) glutamate dehydrogenase 1 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201376 

LIB3048-019-Q1-L1-F1 

BLASTX 

g3335375 

592 

2.0e-61 

132 

86 

(AC003028) putative amidase 



[Arabidopsis thaliana] 



Seq. No. 



201377 



27324 



o 





LIB304 8-019-O1-L1-F10 




RT.A^TX 


NCBI GI 


g4262174 


BLAST score 


571 


Cj ValUc 




Tw/T— l ^ O 1 QY"i ^T"f~ Vl 


1 ^ Q 
i j ? 


^ luenciiy 


71 
/ J. 


IN^-DJ- JJcoCIipLlUil 










LllD JU1 U U JL ^ iS- 1 - LlL ill 




BLASTX 


NCBI GI 


a3121739 


BLAST score 


204 


E value 


6.0e-16 


Match length 


100 


% identity 


23 


NCBI Description 


ANGIO-ASSOCIATED MIGRATORY 



>gi_2134759_pir 139383 angio-associated migratory cell 

protein - human >gi_870803 (M95627) angio-associated 
migratory cell protein [Homo sapiens] 
>gi_4557229_ref_NP_001078 . l_pAAMP_ angio-associated, 
migratory cell protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201379 

LIB3048-019-Q1-L1-F12 

BLASTX 

g4335752 

250 

2.0e-21 

124 

43 

(AC006284) putative myb transcription factor-like protein 
[Arabidopsis thaliana] 



201380 

LIB3048-019-Q1-L1-F3 

BLASTX 

g3329294 

149 

2.0e-09 

129 
29 

(AE001355) 
[Chlamydia 



Zinc Metalloprotease 
trachomatis] 



(insulinase family) 



201381 

LIB3048-019-Q1-L1-F4 

BLASTX 

g3746059 

472 

2.0e-47 

140 

62 

(AC005311) putative cysteinyl-tRNA synthetase [Arabidopsis 
thaliana] >gi_4432812_gb_AAD20662_ (AC006593) putative 
cysteinyl-tRNA synthetase [Arabidopsis thaliana] 



27325 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201382 

LIB3048-019-Q1-L1-F9 

BLASTX 

g2213629 

545 

6.0e-56 

124 

78 

(AC000103) F21J9.21 [Arabidopsis thaliana] 
201383 

LIB3048-019-Q1-L1-G10 

BLASTX 

g4139038 

158 

1.0e-10 

115 
11 

(AF072272) resistance protein candidate RGC2K [Lactuca 
sativa] 



Seq. No. 


201384 


Seq. ID 


LIB3048-019-Q1-L1-G11 


Method 


BLASTX 


NCBI GI 


gl654140 


BLAST score 


598 


E value 


3.0e-62 


Match length 


128 


% identity 


88 


NCBI Description 


(U37840) lipoxygenase [Lycopers 


Seq. No. 


201385 


Seq. ID 


LIB3048-019-Q1-L1-G3 


Method 


BLASTX 


NCBI GI 


g3834308 


BLAST score 


218 


E value 


1.0e-17 


Match length 


80 


% identity 


50 


NCBI Description 


(AC005679) Strong similarity to 



Daucus carota and a member of S locus glycoprotein family 
PF_00954. EST gb_AA720110 comes from this gene. 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201386 

LIB3048-019-Q1-L1-G4 

BLASTX 

gl486472 

567 

1.0e-58 

126 

87 

(X99853) oxoglutarate malate translocator [Solanum 
tuberosum] 



Seq. No. 



201387 



27326 



q^rr TD 


T,TR^D4R-ni 9-01 -T.I -RS 


Mpth od 


BLASTX 


NCBI GI 


gll07526 


BLAST score 


391 


T* 1 1 no 

J-j Val LiC 


J * L/C JO 




^ o 




74 


INV^JDJ. 1JC0L^-L-L]»JL.-LLJ1I 


fyfllQ^I ^ CJTFPIT. nrni-Pin fR^1-?i 

\AO i2PO±} D i-iLlr J_J_i |J_l(JLcJ-I1 L-DtrLci 




^ U L JO 0 


OCy » -L lJ 


T.TR^D^R-OI 9-01 -T,1 -Hfi 

JJ1DJU4 O \J J. Zf \J X. J-l -L 


Method 


BLASTX 


NCBI GI 


g3746059 


BLAST score 


610 


E value 


1.0e-63 


Match length 


148 


% identity 


71 


NCBI Description 


(AC005311) putative cysteinyl- 



thaliana] >gi_4432812_gb_AAD20662__ (AC006593) putative 
cysteinyl-tRNA synthetase [Arabidopsis thaliana] 



Seq. No. 


201389 


beq. lu 


LldoU4o— Uiy-yi-Ll—b / 


Method 


BLASTX 


NCBI GI 


g2342724 


BLAST score 


309 


E value 


3. Oe-28 


Match length 


146 


% identity 


57 


NCBI Description 


(AC002341) unknown prot< 


Seq. No. 


201390 


Seq. ID 


LIB3048-019-Q1-L1-G9 


Method 


BLASTX 


NCBI GI 


g2078350 


BLAST score 


255 


E value 


6.0e-22 


Match length 


118 


% identity 


49 


NCBI Description 


(U95923) transaldolase 


Seq. No. 


201391 


Seq. ID 


LIB3048-019-Q1-L1-H1 


Method 


BLASTX 


NCBI GI 


g2632059 


BLAST score 


189 


E value 


1.0e-14 


Match length 


73 


% identity 


53 


NCBI Description 


(AJ0025 96) patatin-like 


Seq. No. 


201392 


Seq. ID 


LIB3048-019-Q1-L1-H11 


Method 


BLASTX 


NCBI GI 


gl361973 


BLAST score 


493 


E value 


7.0e-50 



27327 
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Sea ID 


LIB3048-019-O1-L1-H12 




Mp-h hoH 


BLASTX 




NCBI GI 


a2129921 




BLAST score 


194 




E value 


8.0e-15 




ixidLon iciiyun 


R1 
D 1 




is iucni.ii.y 






NCBI Description 


hypothetical protein 1 - Madagascar periwinkle >gi 758694 






/^T19^^7'^^ mTh a - ! - i tta I" a "i - Vi a v a n t~ Vin ^ rncDiicl 
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901 ^QA 




UCL[ * lu 
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NCBI GI 


g3204134 




BLAST score 


324 
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LIDJUIO Ul J ^/X XjX IIO 






RT.ASTX 
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BLAST score 


354 




E value 


1.0e-33 


D 


LYlcLLOXl lCllyL.il 
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NCBI Description. 


(AC001645) cell division protein FtsH isolog [Arabidopsis 


z: 




tuallauaj 




oeq. iNO ■ 


901 *^Q(^ 




c prr in 

ucy • X U 


T.TR^OAR — 01 Q-H1 -T 1 — 
xjxx3oufto uij iii riu 




l. t- 1J.UU, 






NCBI GI 


g3204134 




BLAST score 


621 




Hi VdlUu 


D . Uc DO 




L v lcLLV^ll XcliyL.ii 


1 

IjO 




■6 laenniLy 






lN\_,OX UCcLlipilUU 


VriuUUD/ / I; Dcta galaCtOSluaSe [LlCcI aricLlaUIUj 




oecj . i\io . 


9 01 ^ Q7 




C^rT TP) 


T TR*304ft-01 Q— Hi -T 1 — W7 




J. JC Lllvu 


RT.ASTX 




NCBI GI 


a3786025 




BLAST score 


249 




E value 


3.0e-21 




Match length 


54 




% identity 


87 




NCBI Description 


(AC005499) putative DNA-binding protein, 5 T partial 



[Arabidopsis thaliana] 



27328 



beg. WO. 








Mat - 


RT.A9TY 




rrl 7H£iQ1 ft 


BLAST score 


231 


E value 


3.0e-19 


rUatoll icily ull 
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beg. wo. 




dorr TPl 


T TR^OA S-f)9 0— Ol -T.I -A "3 




JDJ-LTlO J. ^i- 


NCBI GI 


g3924597 


BLAST score 


181 


Hi valUc 




jxia ten xerxgun 


1 H7 
1U / 








^ cx£ \J D _7 1 *± 4L ) pUI.aL.lvc UA1UU1CUUU L.CLOC LrtiaJJXU.U^'OlO tllaJ. 


beg. JMO . 


on 1 a nn 


Corf TPl 


t TR^n4ft-fi9n-ni —t.i -ar 

iilDOv'iO UZU ^J. J_iX riJ 


Method 


DT ACTV 


NCBI GI 


g3395432 


BLAST score 


199 


E value 




Match length 


7 *3 


^ identity 


00 


NCBI Description 


vACUU4boJ; unKnown protein LAraDiaopsis una±xanaj 


beq. No. 


ZU14U1 


beq. id 


j_i±i3oUft □ uzu yi Li HO 




JDJLu-iO 1 A 


NCBI GI 


g3603401 


BLAST score 


301 


£j VdlUc 




Match length 


7 ^ 


% identity 




NCBI Description 


(AF083333) cinnaitiyl - alcohol dehydrogenase [Medicago 


beq. No. 


om / no 


n-^ tt-\ 

beq. ijj 


t th^ha p — non— rn — t 1 — zi7 


Method 


"DT A OTV 
DijAb 1 A 


NCBI GI 


g4433048 


BLAST score 


324 


E value 




Match length 


1 O "3 


% identity 




NCBI Description 


IDzDO/o) uiNA~oinuing protein LJ-'sucus caronaj 


Seq. No. 


201403 


Seq. ID 


LIB3048-020-Q1-L1-A9 


Method 


BLASTX 


NCBI GI 


g2864624 


BLAST score 


376 - . 


E value 


4.0e-36 



27329 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146 
26 

(AL021811) 



putative protein [Arabidopsis thaliana] 



201404 

LIB3048-020-Q1-L1-B10 

BLASTX 

g2632105 

285 

2.0e-25 

83 

69 

(Z98760) arginyl-tRNA synthetase [Arabidopsis thaliana] 
>gi_4539426_emb_CAB38959.1_ (AL049171) arginyl-tRNA 
synthetase [Arabidopsis thaliana] 

201405 

LIB3048-020-Q1-L1-B12 

BLASTX 

gl31276 

748 

9.0e-80 

144 

99 

PHOTOSYSTEM II P680 CHLOROPHYLL A APOPROTEIN {CP-47 

PROTEIN) >gi_72704_pir QJNT6A photosystem II chlorophyll 

a-binding protein psbB - common tobacco chloroplast 
>gi_11856_emb_CAA77373_ (Z00044) PSII 47kD protein 

[Nicotiana tabacum] >gi_225224_prf 1211235BF photosystem 

II P680 apoprotein [Nicotiana tabacum] 



Seq. No. 


201406 


Seq. ID 


LIB3048-020-Q1-L1-B2 


Method 


BLASTX 


NCBI GI 


g4115371 


BLAST score 


254 


E value 


4.0e-22 


Match length 


77 


% identity 


62 


NCBI Description 


(AC005967) unknown protein 


Seq. No. 


201407 


Seq. ID 


LIB3048-020-Q1-L1-B3 


Method 


BLASTX 


NCBI GI 


g2507281 


BLAST score 


661 


E value 


1.0e-69 


Match length 


118 


% identity 


100 


NCBI Description 


GTP-BINDING NUCLEAR PROTEIN 




(X97380) atran2 [Arabidopsi 


Seq. No. 


201408 


Seq. ID 


LIB3048-020-Q1-L1-B5 


Method 


BLASTX 


NCBI GI 


g2570164 


BLAST score 


445 



27330 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-44 

123 

64 

(D45183) chitinase [Chenopodium amaranticolor] 



-B8 



>gi_l 04504 2_emb_CAA€ 3 1 3 0_ 
[Arabidopsis thaliana] 



201409 

LIB3048-020-Q1-L1 
BLASTX 
gl346387 
590 

3.0e-61 

131 
89 

KNOTTED-LIKE HOMEOBOX PROTEIN 3 
(X92392) KNAT3 homeobox protein 

>gi_4063731 (AC006259) KNAT3 home o domain protein 
[Arabidopsis thaliana] 

201410 

LIB3048-020-Q1-L1-C1 

BLASTX 

g2062167 

192 

3.0e-16 

119 

46 

(AC001645) Proline-rich protein APG isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E ; value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



201411 

LIB3048-020-Q1-L1-C10 

BLASTX 

g3776559 

323 

6.0e-30 

72 

81 

(AC005388P Strong similarity to gene F14J9.26 gi_3482933 
cdc2 protein kinase homolog from A. thaliana BAC 
gb_AC003970. ESTs gb_Z35332 and gb__F19907 come from this 
gene. [Arabidopsis thaliana] 

201412 

LIB3048-020-Q1-L1-C11 

BLASTX 

g2443329 

326 

2.0e-30 

132 

53 

(D86122) Mei2-like protein [Arabidopsis thaliana] 
201413 

LIB3048-020-Q1-L1-C12 

BLASTX 

g4262142 

174 



27331 



E value 


9.0e-13 


Marcn lengun 


00 


s identity 




NCBI Description 


(AC005275) putative alcohol dehydrogenase [Arabidopsis 




thaliana] 


Seq. No. 


Z01414 


beq. 1JJ 


L1ojU4o U yl ill Lj 


Method 


tSIxfib I A 


NL-bl K3± 


go Zl Jl 


"D T 7\ O rn , — , a 

rsLAbi SCOXe 




E value 


8.0e-39 


Match length 


115 


% identity 




NCBI Description 


beta-glucanase (EC 3.2.1.-) precursor — curled— leaved 




tobacco (iragirient) >gi bzyzoi emo laaoUZoI (au/zouj 




oeua— giucanase [jNicouiana piuiuDaginiioiiaj 


Seq. No. 


zU141o 


beq. id 


lilooU 4 o UZU v-L 1»1 \*Q 


Method 


iDixRo i A 


NCBI GI 


g4098244 


BLAST score 


622 


E value 


o . Ue-65 


Match length 


1 A T 

141 


% identity 


84 


NCBI Description 


(U76409) homeobox 1 protein [Lycopersicon esculentum] 


Seq. No. 


201416 


Seq. ID 


LIBoU4o-0z0-Ql-Ll-Co 


Method 


rJliAb 1 A 


NCBI GI 


g2231034 


BLAST score 


669 


E value 


2 . ue- /0 


Match length 


141 


% identity 


88 


NCBI Description 


(Ylz/oo) MAP Kinase I [Petroselmum cnspumj 


Seq. No. 


201417 


beq. ID 


LIBou4o-UzU-Ql-Li-Co 


j>ier.noQ 


ijliAb 1 A 


NCBI GI 


g3643611 


BLAST score 


464 


E value 


1 . Ue-4o 


Match length 


TOT 

121 


% identity 


74 


NCBI Description 


(AC005395) putative casein kinase [Arabidopsis thaliana^ 


Seq. No. 


201418 


Seq. ID 


LIBo04o-u20-Ql-Ll-C / 


Method 


bliAb 1 A 




g4 D ji? jOj 


BLAST score 


560 


E value 


1.0e-57 


Match length 


147 


% identity 


70 


NCBI Description 


(AL035526) putative protein (fragment) [Arabidopsis 



27332 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201419 

LIB3048-020-Q1-L1-C8 

BLASTX 

g2827548 

329 

1.0e-30 

131 
47 

(AL021635) 
thaliana] 



cytochrome P450 - like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



201420 

LIB3048-020-Q1-L1-C9 

BLASTX 

g2935298 

551 

1.0e-56 

144 
78 

(AF038045) 3-hydroxy-3-methylglutaryl-coenzyme A reductase 
1 [Gossypium hirsutum] 

201421 

LIB3048-020-Q1-L1-D11 

BLASTX 

g!19640 

353 

2.0e-33 

125 

54 

I - AMINOC YCLO PRO PANE - 1 -CARBOX YL ATE OXIDASE HOMOLOG (PROTEIN 

E8) >gi_82109_pir S01642 ripening protein E8 - tomato 

>gi_19199_emb_CAA31789_ (X13437) E8 protein [Lycopersicon 
esculentum] 

201422 

LIB3048-020-Q1-L1-D2 

BLASTX 

gl31276 

504 

1.0e-64 

137 

94 

PHOTOSYSTEM II P680 CHLOROPHYLL A APOPROTEIN (CP-47 

PROTEIN) >gi_72704_pir QJNT6A photosystem II chlorophyll 

a-binding protein psbB - common tobacco chloroplast 
>gi_11856_emb_CAA77373_ (Z00044) PSII 47kD protein 
[Nicotiana tabacum] >gi_225224__prf 1211235BF photosystem 

II P680 apoprotein [Nicotiana tabacum] 

201423 

LIB3048-020-Q1-L1-D5 

BLASTX 

gl620009 

170 



27333 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-12 

146 

29 

(D85184) flavonoid 3 1 , 5 ' -hydroxylase [Gentiana triflora] 
201424 

LIB3048-020-Q1-L1-D6 

BLASTX 

g2062173 

267 

1.0e-23 

65 
77 

(AC001645) cell division protein FtsH isolog [Arabidopsis 
thaliana] 

201425 

LIB3048-020-Q1-L1-D8 

BLASTX 

g729618 

506 

1.0e-51 

116 

86 

78 KD GLUCOSE REGULATED PROTEIN HOMOLOG 2 (GRP 78-2) 
(IMMUNOGLOBULIN HEAVY CHAIN BINDING PROTEIN HOMOLOG 2) (BIP 

2) >gi_82172_pir PQ0262 luminal binding protein BLP-2 - 

coinmon tobacco (fragment) >gi_100338_pir S21878 heat shock 

protein BiP homolog blp2 - common tobacco (fragment) 
>gi_19807_emb__CAA42661_ (X60059) luminal binding protein 
(BiP) [Nicotiana tabacum] 



Seq. No. 


201426 


Seq. ID 


LIB3048-020-Q1-L1-D9 


Method 


BLASTX 


NCBI GI 


g633110 


BLAST score 


275 


E value 


1.0e-24 


Match length 


102 


% identity 


56 


NCBI Description 


(D31843) plasma membrane 


Seq. No. 


201427 


Seq. ID 


LIB3048-020-Q1-L1-E1 


Method 


BLASTX 


NCBI GI 


g4512018 


BLAST score 


159 


E value " 


7.0e-ll 


Match length 


46 


% identity 


72 


NCBI Description 


(AF106660) mRNA binding ] 




esculentum] - 


Seq. No. 


201428 


Seq. ID 


LIB3048-020-Q1-L1-E10 


Method 


BLASTX 


NCBI GI 


gl778370 



27334 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



600 

2.0e-62 

142 

79 

(U77678) asparagine synthetase 2 [Glycine max] 
201429 

LIB3048-020-Q1-L1-E2 

BLASTX 

gl708236 

281 

3.0e-25 

62 

85 

HYDROXYMETHYLGLUTARYL-COA SYNTHASE {HMG-COA SYNTHASE) 
{ 3-HYDROXY-3-METHYLGLUTARYL COENZYME A SYNTHASE) 

>gi_2129617_pir JC4567 hydroxymethylglutaryl-CoA synthase 

(EC 4.1.3.5) - Arabidopsis thaliana 
>giJL143390_emb_CAA58763_ (X83882) 

hydroxymethylglutaryl-CoA synthase [Arabidopsis thaliana] 

>gi__1586548_prf 2204245A hydroxy methylglutaryl CoA 

synthase [Arabidopsis thaliana] 



Seq. No. 


201430 


Seq. ID 


LIB3048-020-Q1-L1-E4 


Method 


BLASTX 


NCBI GI 


g2245020 


BLAST score 


214 


E value 


3.0e-17 


Match length 


98 


% identity 


44 


NCBI Description 


(Z97341) growth regulator homolog [Arab: 


Seq. No. 


201431 


Seq. ID 


LIB3048-020-Q1-L1-E6 


Method 


BLASTX 


NCBI GI 


g2507422 


BLAST score 


318 


E value 


2.0e-29 


Match length 


93 


% identity 


84 


NCBI Description 


CYSTATHIONINE GAMMA- SYNTHASE PRECURSOR 



(CGS) 

(O-SUCCINYLHOMOSERINE (THIOL) -LYASE ) >gi_3293261 (AF039206) 
cystathionine gamma- synthase precursor [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201432 

LIB3048-020-Q1-L1-E8 

BLASTX 

g4539330 

329 

9.0e-31 

118 

57 

(AL03567 9) putative receptor-like protein kinase 
[Arabidopsis thaliana] 



(fragment) 



27335 




Seq. No. 


2UI4 oo 


oeq. ±U 


t TT3^n a P— nod— m — r i — t?q 
L1djU4o uzu yi Ll 


LYie unoa. 




NCBI GI 


g3123745 


BLAST score 


249 


E value 


o . ue £ i 


Match length 


OO 


% identity 


/ 1 


NCBI Description 


(AB013447) aluminum - induced [Brassica napus] 


Seq. No. 


ZU14 J4 


oeq. lu 


Jj1£>OU4 o — UZU - yi LI - r 11 


ixie Liiou 


"RT Zi QTV 
DijrlO 1 A 


NCBI GI 


g4455340 


BLAST score 


393 


E value 


4 . ue oo 


Match length 


Tin 
ill) 


% identity 


OO 


NCBI Description 


(AL035522) putative protein [Arabidopsis thaliana] 


Seq. No. 


201435 


oeq. lu 


JjlrS^U4 o — UZU yl JjI r 1Z 


ixieinoa 




NCBI GI 


g3044212 


BLAST score 


674 


E value 


4 . ue — / 1 


Match length 


1 A C 

14b 


% identity 


n a 

90 


NCBI Description 


{AFG57Q43) acyl-CoA oxidase [Arabidopsis thaliana] 


Seq. No. 


201436 


beq. ID 


LIBJU4o-UzU-Ql-Ll-Fo 


ixietnoQ 


DliilO I A 


JMLdI Ul 


g4 4DOZ1U 


BLAST score 


184 


E value 


6.0e-14 


Match length 


Q1 

yi 


% identity 


A C 

4o 


NCBI Description 


(AL035440) putative aspartate-tRNA ligase [Arabidopsis 




rnaiianaj 


Seq. No. 


201437 


Seq. ID 


LIBo04o-U20-Q1-L1-Fd 


Method 


DliiiO 1 A 


NCBI GI 


g2369714 


BLAST score 


628 


E value 


y . ue-oo 


Match length 




•6 identity 




NCBI Description 


(Z97178) elongation factor 2 [Beta vulgaris] 


Seq. No. 


201438 


Seq. ID 


LIB3048-020-Q1-L1-F7 


Method 


BLASTX 


NCBI GI 


gl332579 


BLAST score 


679 


E value 


1.0e-71 



27336 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141 

10 

(X98063) polyubiquitin [Pinus sylvestris] 
201439 

LIB3048-020-Q1-L1-F9 

BLASTX 

g3023751 

354 

1.0e-33 

111 
27 

70 KD PEPTIDYLPROLYL ISOMERASE {PEPT IDYL PROLYL CIS-TRANS 

ISOMERASE) (CYCLOPHILIN) (PPIASE) >gi_1076772_pir S55383 

peptidylprolyl isomerase (EC 5.2.1.8) - wheat 
>gi_854626_emb_CAA60505_ (X86903) peptidylprolyl isomerase 
[Triticum aestivum] 



oeq. no. 


o n i a a n 


beq. id 


Lib jU4o-UzU-Ul-Ll-blU 


Method 


BLASTX 




gz you / / u 


DT ACT 1 c vci 

DLirio i score 




E value 


d . ue-ou 


Match length 


y x 


% identity 


66 


NCBI Description 


(AL022198) putative protein kinase [Arabidopsis thaliana] 


Seq. No. 


201441 


Seq. ID 


LIB3048-020-Q1-L1-G2 


Method 


BLASTX 


NCBI GI 


g3738334 


BLAST score 


176 


E value 


1.0e-12 


Match length 


113 


% identity 


44 


NCBI Description 


(AC005170) unknown protein [Arabidopsis thaliana] 


Seq. No. 


201442 


Seq. ID 


LIB3048-020-Q1-L1-G3 


Method 


BLASTX 


NCBI GI 


g2827548 


BLAST score 


317 


E value 


3.0e-29 


Match length 


130 


% identity 


45 


NCBI Description 


(AL021635) cytochrome P450 - like protein [Arabidopsis 




thaliana] 



Seq. No. 201443 

Seq. ID LIB3048-020-Q1-L1-G4 

Method BLASTX 

NCBI GI gl856971 

BLAST score 398 

E value 5.0e-39 

Match length 101 

% identity 78 



27337 




NCBI Description (D26058) This gene is specifically expressed at the S phase 
during the cell cycle in the synchronous culture of 
periwinkle cells. [Catharanthus roseus] 



Seq. No. 


201444 


Seq. ID 


LIB3048-020-Q1-L1-G5 


Method 


BLASTX 


NCBI GI 


g3894387 


BLAST score 


227 


E value 


1. Oe-18 


Match length 


136 


% identity 


4 


NCBI Description 


(AFUooyyo) Hcrz-UB [Lycopersicon escuientumj 


Seq. No. 


201445 


Seq. ID 


LIB3048-020-Q1-L1-G6 


Method 


BLASTX 


NCBI GI 


gll42619 


BLAST score 


375 


E value 


5 . Oe-36 


Match length 


136 


% identity 


59 


NCBI Description 


(U18348) phaseolin G-box binding protein PG1 [Phaseolus 




vulgaris] 


Seq. No. 


201446 


Seq. ID 


LIB3048-020-Q1-L1-G7 


Method 


BLASTX 


NCBI GI 


g2739376 


BLAST score 


315 


E value 


2.0e-31 


Match length 


94 


% identity 


78 


NCBI Description 


(AC002505) putative permease [Arabidopsis thaliana] 


Seq. No. 


201447 


Seq. ID 


LIB3048-020-Q1-L1-G9 


Method 


BLASTX 


NCBI GI 


g2980770 


BLAST score 


520 


E value 


5.0e-53 


Match length 


116 


% identity 


84 


NCBI Description 


(AL022198) putative protein kinase [Arabidopsis thaliana] 


Seq. No. 


201448 


Seq. ID 


LIB304 8-020-Q1-L1-H11 


Method 


BLASTX 


NCBI GI 


g!16359 


BLAST score 


517 


E value 


1.0e-52 


Match length 


135 


% identity 


73 


NCBI Description 


HEVAMINE A (CHITINASE / LYSOZYME >gi_82026__pir S17205 




chitinase (EC 3.2.1.14) hevamine - Para rubber tree 



>gi_234388_bbs_52808 hevamine [Hevea brasiliensis, Peptide 
Partial, 273 aa] >gi_131100 6__pdb_lHVQ_ Glycosidase, Chit in 



27338 



o 



Degradation, Multifunctional Enzyme Mol_id: 1; Molecule: 
Hevamine A; Chain: Null; Ec: 3.2.1.14, 3.2.1.17; Heterogen 
N- / N f - f N 1 '-Triacetyl-Chitotriose; Other_details : Plant 
EndochitinaseLYSOZYME >gi_1421554_pdb_lLLO_ Hevamine A (A 
Plant EndochitinaseLYSOZYME) COMPLEXED WITH Allosamidin 
>gi_1942537jpdb_2HVM_ Hevamine A At 1.8 Angstrom 
Resolution 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201449 

LIB3048-020-Q1-L1-H12 

BLASTX 

g3176690 

530 

2.0e-54 

113 

85 

(AC003671) 
cerevisiae, 
[Arabidopsis thaliana] 



Similar to ubiquitin ligase gb_D63905 from S. 
EST gb_R65295 comes from this gene. 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201450 

LIB3048-020-Q1-L1-H3 
BLASTX 
g480725 
639 

5.0e-67 
138 
79 

beta-fructofuranosidase (EC 3.2.1, 
thaliana >gi_402740_emb_CAA52619_ 
beta-fructofuranosidase [Arabidopsis thaliana] 
>gi_757536_emb_CAA52620_ (X74515) beta-fructofuranosidase 
[Arabidopsis thaliana] 



►26) - Arabidopsis 
(X74514) 



Seq. No. 


201451 


Seq. ID 


LIB3048-020-Q1-L1-H4 


Method 


BLASTX 


NCBI GI 


g2894599 


BLAST score 


416 


E value 


5.0e-41 


Match length 


83 


% identity 


84 


NCBI Description 


(AL021889) putative protein [Arabidopsis thaliana] 


Seq. No. 


201452 


Seq. ID 


LIB3048-020-Q1-L1-H5 


Method 


BLASTX 


NCBI GI 


g2244760 


BLAST score 


199 


E value 


1.0e-15 


Match length 


70 


% identity 


28 


NCBI Description 


(Z97335) selenium-binding protein [Arabidopsis thaliana] 


Seq. No. 


201453 


Seq. ID 


LIB3048-021-Q1-L1-A10 


Method 


BLASTN 



27339 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g556421 
47 

3.0e-17 

55 
96 

Stylosanthes humilis cinnamyl alcohol dehydrogenase 
mRNA, complete cds 



(CADI) 



201454 

LIB3048-021-Q1-L1-A11 

BLASTN 

g4220643 

39 

2.0e-12 

89 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MWD22, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201455 

LIB3048-021-Q1-L1-A12 

BLASTX 

g3738298 

269 

1.0e-23 

140 

46 

(AC005309) unknown protein [Arabidopsis thaliana] 
>gi_4249394 (AC006072) unknown protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201456 

LIB3048-021-Q1-L1-A2 

BLASTX 

gl706323 

372 

1.0e-35 

136 

55 

ORNITHINE DECARBOXYLASE 
ornithine decarboxylase 
>gi_8 7100 8_emb_CAA6 1 1 2 1_ 
[Datura stramonium] 



(ODC) >gi_2118242_pir S64704 

(EC 4.1.1.17) - jimsonweed 
(X87847) ornithine decarboxylase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201457 

LIB3048-021-Q1-L1-A6 

BLASTX 

g3335351 

450 

7.0e-45 

135 

9 

(AC004512) Similar to ERECTA receptor protein kinase 
gb_D83257 from A. thaliana. ESTs gb_T41629 and gb_AA586072 
come from this gene. [Arabidopsis thaliana] 



Seq. No. 



201458 



27340 



Co/* t n 


XjUjOUfiO U^-X s^X XjX r\0 






MpT) T C T 
WLdI bl 


gj lo^ZiZ 


DijjfiO I SCOIT© 


ZD/ 


E value 


2.0e-23 


Match length 


82 


% identity 


Q 


NCBI Description 


[Aouuojio; kmax [Araoiaopsis rnananaj -^gi 4zudzuj 




(ArU/loz/) KMAl KlNb zmc tmger protein [Araoiaop; 




thaliana] 


oeq. NO. 




oeq* iu 


J-iXDOUfiO UZX V-l- -^-1- "-^ 


i w ie uxiou. 




NCBI GI 


g4098128 


BLAST score 


657 


E value 


4 . ue~ oi? 


Match length 




% identity 


Q Q 


jnuoi uescripiion 


\U / JJoQ ) bUCiObc SyllUilcioe LoOooypXUlLL XlXXoULUiLLJ 


Seq. No. 


ZU14 DU 


beg. -Lu 


ill do u 4 o uzi yi JLi Jbiu 


Method 




NCBI GI 


g3115374 


BLAST score 


345 


E value 


2 . Ue-o2 


Match length 


1 1 IT 

115 


% identity 


63 


NCBI Description 


(Aruuzuio; acyi uoa oxidase noiuoiog Luucuroma sp. 


Seq. No. 


zU14ol 


oeq. iu 


T TU^fi/l P — H91 — r»1 — T 1 — "Rl 9 

lidju^o uzi yi ill Dii 


Method 


T3T 7\ C TV 

bLAo IA 




rrl ^n^R9 


BLAST score 


473 


E value 


1.0e-47 


Match length 


140 


% identity 


64 


NCBI Description 


RETROVIRUS-RELATED POL POLYPROTEIN FROM TRANSPOSON 



TNT 1-94 

[CONTAINS: PROTEASE ; REVERSE TRANSCRIPTASE ; ENDONUCLEASE] 

>gi_100342_pir S04273 hypothetical protein - common 

tobacco >gi_20045_emb_CAA32025_ (X13777) ORF [Nicotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201462 

LIB3048-021-Q1-L1-B7 

BLASTX 

g4455340 

398 

1.0e-38 

110 

65 

(AL035522) putative protein 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



201463 

LIB3048-021-Q1-L1-B8 



27341 




ixie L.noct 


JD-biio 1 A 


NCBI GI 


gl002800 


BLAST score 


230 


E value 


o . ue— i y 


Match lengtn 


inn 


% identity 


A "7 

4 / 


NCBI Desc3ri.pt ion 


(U33917) Cpm7 [ Crater ostigma plant agineum] 


Seq. No, 


o a i a r a 

201464 


beq. ID 


TT"DOA.rtO HOI T 1 "DA. 

LIBJU4o-Uzl-Ql-Ll-By 


Method. 


DT aOTY 


NCBI GI 


g3158376 


BLAST score 


485 


E value 


o . ue— 41? 


Match length 


izy 


-6 identity 


75 


NCBI Description 


(AF035385) unknown [Arabidopsis thalianaj 


Seq. No. 


201465 


Seq. ID 


T TTlOrt /I fl A A 1 /~s -1 T 1 /~1 1 

LIB3048-021-Q1-L1-C1 


Method 


BLAST X 


NCBI GI 


g2970691 


BLAST score 


162 


E value 


A A ~ 11 

4 . Oe-11 


Mat cn lengtn 


o c 
00 


% identity 


46 


NCbi Description 


(AFuo2ooU) tnioreaoxin-relatea protein [Mus musculusj 


Seq. No. 


201466 


Seq. ID 


t T T~> A a o A A 1 /M -r -1 /"^1 1 

LIB3048-021-Q1-L1-C11 


Method 


bLAolA 


NCBI GI 


g2369766 


BLAST score 


448 


E value 


1. Oe-44 


Match length 


1 o o 

123 


% identity 


67 


NLBi Description 


(AJUU1J04) nypotnetical protein [Citrus x paraaisi] 


Seq. No. 


201467 


Seq. ID 


LIB3048-021-Q1-L1-C12 


Method 


DT 7\ C rnv 


NCBI GI 


g3420050 


BLAST score 


318 


E value 


O A « A A 

2.0e-29 


Match length 


138 


% identity 


44 


NCBI Description 


/ , A/™lAA/1/~AA\'I^ i 1 j_ 1 -% i » r TV 1"1 1 i i T » i 

(AC004 680) hypothetical protein [Arabidopsis thalianaj 


Seq. No. 


201468 


Seq. ID 


LIB3048-021-Q1-L1-C4 


Method 


BLAo I A 




go / 4 ouo y 


BLAST score 


490 


E value 


1.0e-49 


Match length 


138 


% identity 


63 


NCBI Description 


(AC005311) putative cysteinyl-tRNA synthetase [Arabidopsis 



27342 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thaliana] >gi_4432812_gb_AAD20662_ (AC006593) putative 
cysteinyl-tRNA synthetase [Arabidopsis thaliana] 

201469 

LIB3048-021-Q1-L1-C5 

BLASTX 

g3132675 

171 

3.0e-12 

118 

37 

(AF061740) asparagine synthetase [Elaeagnus umbellata] 
201470 

LIB3048-021-Q1-L1-C9 

BLASTX 

g3738257 

67 0 

1.0e-70 

144 

90 

(AB018410) cytosolic phosphoglycerate kinase 1 [Populus 
nigra] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201471 

LIB3048-021-Q1-L1-D10 

BLASTX 

g4539423 

606 

4.0e-63 

136 

86 

(AL049171) pyrophosphate-dependent phosphofructo-l-kinase 
[Arabidopsis thaliana] 

201472 

LIB3048-021-Q1-L1-D12 

BLASTX 

g3377848 

404 

2.0e-39 

142 

56 

(AF076274) contains similarity to reverse transcriptases 
(Pfam: rvt.hmm, score: 12.22) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201473 

LIB3048-021-Q1-L1-D5 

BLASTX 

g464847 

389 

8.0e-38 

121 

60 

TUBULIN ALPHA CHAIN >gi_397913_emb_CAA80497_ (Z22877) 
tubulin [Euglena gracilis] 



27343 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201474 

LIB3048-021-Q1-L1-D6 

BLASTX 

gl35440 

176 

8.0e-13 

113 

39 

TUBULIN ALPHA CHAIN >gi_71581_pir UBUTA tubulin alpha 

chain - Trypanosoma brucei rhodesiense >gi_162320 (K02836) 
alpha tubulin [Trypanosoma brucei] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201475 

LIB3048-021-Q1-L1-D9 

BLASTX 

g2462745 

259 

2.0e-22 

121 

39 

(AC002292) Hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201476 

LIB3048-021-Q1-L1-E10 

BLASTX 

g2146797 

597 

4.0e-62 

143 

77 

protein disulf ide-isomerase {EC 5.3.4.1) - Castor bean 
>gi_1134968 (U41385) protein disulphide isomerase PDI 

[Ricinus communis] >gi_1587210_prf 2206331A protein 

disulfide isomerase [Ricinus communis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201477 

LIB3048-021-Q1-L1-E11 

BLASTX 

g!332579 

616 

3.0e-64 

126 

10 

(X98063) polyubiquitin [Pinus sylvestris] 
201478 

LIB3048-021-Q1-L1-E12 

BLASTX 

g542058 

522 

3.0e-53 

139 

68 

HSR203J protein - common tobacco >gi_444002_emb_CAA54393_ 
(X77136) HSR203J [Nicotiana tabacum] 



Seq. No. 



201479 



27344 



© 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3048-021-Q1-L1-E2 

BLASTX 

g.3158376 

247 

4.0e-21 

127 
44 

(AF035385) 



unknown [Arabidopsis thaliana] 



201480 

LIB3048-021-Q1-L1-E4 

BLASTX 

g2827551 

277 

1.0e-24 

111 

57 

(AL021635) predicted protein [Arabidopsis thaliana] 
201481 

LIB3048-021-Q1-L1-E9 

BLASTX 

g2146797 

571 

4.0e-59 

132 

80 

protein disulf ide-isomerase (EC 5.3.4.1) - Castor bean 
>gi__1134968 (U41385) protein disulphide isomerase PDI 

[Ricinus communis] >gi_1587210_prf 2206331A protein 

disulfide isomerase [Ricinus communis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201482 

LIB3048-021-Q1-L1-F11 

BLASTX 

gl361311 

171 

4.0e-12 

73 
47 

CMP-2-keto-3-deoxyoctulosonic acid synthetase homolog - 
Chlamydia trachomatis >gi_557478 (U15192) 
CMP-2-keto-3-deoxyoctulosonic acid synthetase [Chlamydia 
trachomatis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201483 

LIB3048-021-Q1-L1-F12 

BLASTX 

g4467145 

228 

1.0e-23 

73 
81 

(AL035540) 
thaliana] 



farnesylated protein (ATFP6) [Arabidopsis 



Seq. No. 



201484 



27345 



II 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3048-021-Q1-L1-F2 

BLASTX 

g4455300 

316 

5.0e-29 

117 

50 

(AL035528) putative pectate lyase All 
[Arabidopsis thaliana] 



(fragment) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201485 

LIB3048-021-Q1-L1-F9 

BLASTX 

g544250 

531 

2.0e-54 

130 

77 

ER LUMEN PROTEIN RETAINING RECEPTOR (HDEL RECEPTOR) 

>gi_541860_pir A49677 endoplasmic reticulum retention 

receptor Erd2 - Arabidopsis thaliana 

201486 

LIB3048-021-Q1-L1-G1 

BLASTX 

g3980380 

386 

2.0e-37 

86 

91 

(AC004561) putative enolase [Arabidopsis thaliana] 
201487 

LIB3048-021-Q1-L1-G4 

BLASTX 

g2827548 

176 

8.0e-13 

113 

38 

(AL021635) 
thaliana] 



cytochrome P450 - like protein [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



201488 

LIB3048-021-Q1-L1-G7 

BLASTX 

g3746059 

230 

4.0e-19 

124 

44 

(AC005311) putative cysteinyl-tRNA synthetase 
thaliana] >gi_4432812_gb_AAD20662_ (AC006593) 



[Arabidopsis 
putative 



cysteinyl-tRNA synthetase [Arabidopsis thaliana] 
201489 

LIB3048-021-Q1-L1-H11 



27346 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 



BLASTX 

g3461820 

209 

1.0e-16 

48 
71 

(AC004138) 



unknown protein [Arabidopsis thaliana] 



201490 

LIB3048-021-Q1-L1-H2 

BLASTX 

g732004 

208 

1.0e-16 

86 
53 

HYPOTHETICAL 56.3 KD PROTEIN IN GENX-PSD INTERGENIC REGION 

(0514) >gi_1361186_pir S56384 hypothetical protein o514 - 

Escherichia coli >gi_537000 (U14003) ORF_o514 [Escherichia 
coli] >gi_1790600 (AE000488) putative transport 
[Escherichia coli] 

201491 

LIB3048-021-Q1-L1-H3 

BLASTX 

g732004 

119 

4.0e-14 

94 

56 

HYPOTHETICAL 56.3 KD PROTEIN IN GENX-PSD INTERGENIC REGION 

(0514) >gi_1361186_pir S56384 hypothetical protein o514 - 

Escherichia coli >gi_537000 (U14003) ORF_o514 [Escherichia 
coli] >gi_1790600 (AE000488) putative transport 
[Escherichia coli] 

201492 

LIB3048-021-Q1-L1-H6 

BLASTX 

g3212865 

401 

4.0e-39 

126 

67 

(AC004005) unknown protein [Arabidopsis thaliana] 
201493 

LIB3048-021-Q1-L1-H8 

BLASTX 

g2642158 

174 

7.0e-13 

73 
51 

(AC003000) hypothetical protein [Arabidopsis thaliana] 
201494 



27347 






beq. ID 


LI do U 4 o — U Z X — U -i- ~ 1j -L ~il y 










NCBI GI 


gll / oDOb 




BLAST score 


lo4 




E value 


1.0e-13 




Match length 


72 




% identity 


51 




NCBI Description 


HYPOTHETICAL ZUU.o KD PROTEIN BUzZo.z IN CHROMOSOME II 






>«_ _ J Ton/") /noil i^"n\ xt a _j__ir* J j_ * i J J 

>gi 726363 (U23168) No definition line round 






[Caenorhabditis elegans] 




Seq. No, 


201495 




Seq. ID 


LIB304 o-Ozz— Ql-Ll-AKJ 




Method 


TIT 71 c mv 

BLASTX 




NLBI bl 


go / SoZ^o 




BLAST score 


161 




E value 


5.0e-ll 




Match length 


109 




% identity 


42 




NCBI Description 


(AC005309) unknown protein [Arabidopsis thaliana] 






>gi_4249394 (AC006072) unknown protein [Arabidopsis 


y e 




tnaiiana J 


ffjj 


Seq. No. 


201496 




Seq. ID 


LIB3048-022-Q1-L1-A3 




Method 


BLASTX 




NCBI GI 


g3738329 




BLAST score 


228 




E value 


2. 0e-21 


s 


Match length 


87 




% identity 


61 




NCBI Description 


(AC005170) unknown protein [Arabidopsis thaliana] 


pas 

D 


Seq. No. 


201497 


ILJi 


Seq. ID 


LIB3048-022-Q1-L1-A4 


n 


Method 


BLASTX 




NCBI GI 


g2062173 




BLAST score 


401 




E value 


4.0e-39 




Match length 


138 




% identity 


59 




NCBI Description 


(AC001645) cell division protein FtsH isolog [Arabidopsis 






thaliana] 




Seq. No. 


201498 




Seq. ID 


LIB304 8-022 -Q1-L1-A5 




Method 


BLASTX 




NCBI GI 


gl001309 




BLAST score 


222 




E value 


4.0e-18 




Match length 


126 




% identity 


37 




NCBI Description 


(D64006) aspartate aminotransferase [Synechocystis sp.] 




Seq. No. 


201499 




Seq. ID 


LIB3048-022-Q1-L1-A6 




Method 


BLASTX 



27348 



INU.DX LrX 


o-9fl £91 7 ^ 
gz U OZ X / O 


BLAST score 


377 


E value 


2.0e-36 


rJatcn xeng un 


X X fl 


% identity 


bo 


NCBI Description 


(AUuuio4oj ceix ai vision protein ctsu 




thaliana] 


Seq. No. 


Ortl C A A 


beq. xu 


XjXdo U4 o~uzz-yx— liX- a i 


Metnoa 


BLAb IX 


NCBI GI 


g2623299 


BLAST score 


278 


E value 


x . ue Z4 


Match length 


1U0 


% identity 


ol 


inubx uescripi-ion 


\tt\^\j\j£'±Kjy ) nypot.nec.icax protein L-ttiaij. 


Seq. No. 


zuibUl 


oeq. iu 


LlDJU^itJ U^Z yi Li Di 


lXlcl-IlOU. 


oliriO 1 A 


NCBI GI 


g4239845 


BLAST score 


238 


E value 


o . ue-zu 


Match length 




% identity 


78 


NCBI Description 


tAouxoooo; transcription ractor iHjXii 


Seq. No. 


OAT C A O 

201502 


beq. ID 


L1BJU4 cf-Uzz-yi-*ijl--DlU 


Metnoa 


DJ 7\c rpv 


INUD1 ul 




BLAST score 


156 


E value 


2.0e-10 


Match length 


78 


% identity 


36 


NCBI Description 


hypothetical protein 3 - Arabidopsis ■ 



retrotransposon Tal-2 (strain Kashmir) 
>gi_1345512_emb_CAA37920_ (X53975) orf 
thaliana] 



(fragment) 

3 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



201503 

LIB3048-022-Q1-L1-B11 

BLASTX 

g3738257 

158 

4.0e-14 

88 
56 

(AB018410) cytosolic phosphoglycerate kinase 1 [Populus 
nigra] 

201504 

LIB3048-022-Q1-L1-B12 

BLASTX 

gl30582 

422 



27349 



E value 
Match length 
% identity 
NCBI Description 



1.0e-41 

127 

62 

RETROVIRUS -RELATED POL POLYPROTEIN FROM TRANS POSON TNT 1-94 
[CONTAINS: PROTEASE ; REVERSE TRANSCRIPTASE ; ENDONUCLEASE] 

>gi_100342_pir S04273 hypothetical protein - common 

tobacco >gi_20045_emb_CAA32025_ (X13777) ORF [Nicotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201505 

LIB3048-022-Q1-L1-B3 

BLASTX 

g2465923 

184 

3.0e-14 

127 

17 

(AF024648) receptor-like serine/threonine kinase 
[Arabidopsis thaliana] 

201506 

LIB3048-022-Q1-L1-B5 

BLASTX 

g584825 

249 

2.0e-41 

138 

67 

B2 PROTEIN >gi_322726_pir S32124 B2 protein - carrot 

>gi_297889_emb__CAA51078_ (X72385) B2 protein [Daucus 
carota] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201507 

LIB3048-022-Q1-L1-B7 

BLASTX 

g2529703 

608 

2.0e-63 

142 

83 

(AF000142) class II knotted-like homeodomain protein 
[Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201508 

LIB3048-022-Q1-L1-C2 

BLASTX 

g399064 

537 

2.0e-62 

131 

82 

ASPARAGINE SYNTHASE ( GLUTAMINE-HYDROLYZ ING ) (AS) 

>gi_100980jpir S25165 asparagine synthase 

(glutamine-hydrolyzing) (EC 6.3.5.4) - garden asparagus 
>gi_16076_emb_CAA48141__ (X67958) asparagine synthase 
( glut amine -hydroly sing) [Asparagus officinalis] 



27350 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201509 

LIB3048-022-Q1-L1-C3 

BLASTX 

gll9006 

411 

3.0e~40 

117 

70 

GLUCAN ENDO-1, 3-BETA-GLUCOSIDASE, BASIC ISOFORM 
( <l->3) -BETA-GLUCAN ENDOHYDROLASE ) { (l->3) -BETA-GLUCANASE) 
(BETA-1, 3-ENDOGLUCANASE) >gi_1197520_emb_CAA3728 9_ (X53129) 
1, 3,-beta-D-glucanase [Phaseolus vulgaris] 



Seq. No. 


O C\ 1 CI A 

201510 


beq. ID 


LI Bo U 4 o — KjZZ— Q± — LL~ 


Method 


T)T 7\ nrpv 


NCBI GI 


g!709498 


BLAST score 


561 


E value 


/ . Ue-oo 


Match length 


IOC 

125 


% identity 


80 


NCBI Description 


OSMUTIN-LIKE PROTEIN OSMo4 PRECURSOR 




>gi 1362001 pir S57524 osmotin precursor - Arabidopsi 




thaliana >gi 887390 emb CAA61411 (X89008) osmotin 




[Arabidopsis thaliana] 


beq. iNO. 


ZU loll 


Seq. ID 


LIB3048-022-Q1-L1-C5 


Method 


BLASTX 


NCBI GI 


g3461815 


BLAST score 


182 


E value 


2.0e-24 


Match length 


80 


% identity 


75 


NCBI Description 


(AC004138) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


201512 


Seq. ID 


LIB3048-022-Q1-L1-C8 


Method 


BLASTX 


NCBI GI 


g399064 


BLAST score 


683 


E value 


3.0e-72 


Match length 


134 


% identity 


95 


NCBI Description 


ASPARAGINE SYNTHASE (GLUTAMINE-HYDROLYZING) (AS) 



>gi_100980_pir S25165 asparagine synthase 

( glut amine-hydroly zing) (EC 6.3.5.4) - garden asparagus 
>gi_16076_emb_CAA48141_ (X67958) asparagine synthase 
(glutamine-hydrolysing) [Asparagus officinalis] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



201513 

LIB3048-022-Q1-L1-D1 

BLASTX 

g2443329 

532 

2.0e-54 
124 



27351 



© 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



77 

(D86122) Mei2-like protein [Arabidopsis thaliana] 
201514 

LIB3048-022-Q1-L1-D11 

BLASTX 

g2146797 

350 

3.0e-33 

125 

54 

protein disulf ide-isomerase (EC 5.3.4.1) - Castor bean 
>gi_1134968 (U41385) protein disulphide isomerase PDI 

[Ricinus communis] >gi_1587210_prf 2206331A protein 

disulfide isomerase [Ricinus communis] 



Seq. No. 


201515 


Seq. ID 


LIB3048-022-Q1-L1-D2 


Method 


BLASTX 


NCBI GI 


g3218396 


BLAST score 


156 


E value 


2.0e-10 


Match length 


64 


% identity 


48 


NCBI Description 


(AL023860) hypothetical protein [Schizosaccharomyces 


Seq. No. 


201516 


Seq. ID 


LIB3048-022-Q1-L1-D7 


Method 


BLASTX 


NCBI GI 


g399064 


BLAST score 


449 


E value 


5.0e-45 


Match length 


92 


% identity 


91 


NCBI Description 


ASPARAGINE SYNTHASE (GLUTAMINE-HYDROLYZING) (AS) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_100980_pir S25165 asparagine synthase 

(glutamine-hydrolyzing) (EC 6.3.5.4) - garden asparagus. 
>gi_16076_emb_CAA48141_ (X67958) asparagine synthase 
(glutamine-hydrolysing) [Asparagus officinalis] 

201517 

LIB3048-022-Q1-L1-D8 

BLASTX 

gll74592 

738 

1.0e-78 

141 

99 

TUBULIN ALPHA- 1 CHAIN >gi_2 11927 0_pir S60233 alpha-tubulin 

- garden pea >gi_525332 (U12589) alpha-tubulin [Pisum 
sativum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



201518 

LIB3048-022-Q1-L1-E10 

BLASTX 

g542058 

454' 



27352 



E value 


2*0e-45 






9- -i /-JoT^i "j ! f-TT 

O X. Lity 


£9 


jnuoi Description 


hbKZUoJ protein - common tobacco >gi 444002 emb CAA5439 




IA / /xod; noKiUou [JNicotiana taoacumj 




on 1 ^ i q 
zuioiy 


Sea ID 


T,TR^D4 fi -0 9 9-01 —T.I —PI 1 


Method 


RLA5JTX 


NCBI GI 


g3126967 


BLAST score 


292 


T* 1 Tra 1 no 

J_i Val LLC 


Z. • Uc Z D 


Lia toil xtiiiytii 


1U 0 




1 1 
11 




^ruDiou / j poiyuDiqui tin [Hiiaeagnus uniDeiiauaj 


Ca« Kin 

DetJ. LNQ • 


ZU1DZU 


Sea TO 


T TR^H/l fl-f)99-m -T 1 — TT1 9 

lilDOUfiO UZZ 111 CilZ 


Method 


RT.ASTX. 


NCBI GI 


g4190952 


BLAST score 


490 


E value 


z . ue— 4 y 


1*10.1,0X1 Icily tli 


loo 


^ laentity 




INOUJ. UcoCIiptlOIi 


iHrsuzzooyj similar to nsrzuoj L- Lj ycopersicon esculentumj 


C? /-t \T/-\ 

oeg. no. 


oni cot 


OtrvJ. ILf 


T TR^nylQ-AOO-m T 1 T70 

j_i1dou4 o — uzz—yi— Lii— £jZ 


Method 


DT 7\ CTY 


NCBI GI 


a^fiR79^7 
y joo i i 


BLAST score 


483 


E value 


7.0e-49 


triatcn lencjtn 




^ identity 


OZ 


NtDi Description 


(AC005169) putative Cys3His zinc-finger protein 




(.firaDiaopsis tnaxianaj 


£>ecj • LNO . 


o m coo 




T TB^n^l Q-flOO r»1 T 1 ttio 
ltlcoU4 C5~UZZ yi~J_il*"Cjj 


Method 




NCBI GI 


yju / -J ^) zt 6+ 


BLAST score 


549 


E value 


2.0e-56 


rlaUCXl IciiCjLn 


1 4 5 


% identity 


Cl 

o / 


JNuiiX Description 


(AC004484) putative steroid dehydrogenase [Arabidopsis 




tnaiiana j 


oeg. no . 


O A 1 COO 




t TR^n4Q_noo_r»i _T 1 TP A 
liloJU4 o — UZZ~yi~ Lil - i!i4 


Met hoH 


OXxriO X A. 


NCBI GI 


g3402693 


BLAST score 


155 


E value 


3.0e-10 


Match length 


88 


% identity 


43 



NCBI Description (AC004 697] 



27353 



Seq. No. 


o n i c o a 
zUlo24 


beq. iu 


LXdoU4 o-Uz^- yi-Li— bo 


Method 


BLASTX 


NCBI GI 


g4558664 


BLAST score 


AAA 

290 


E value 


4 . Oe-26 


Match length 


141 


-6 identity 


11 


NCBI Description 


(AC007063) hypotnetij 


beq. No. 


o a 1 c o c 

201525 


beq. iu 


LIBJU4 0-U22-Q1-L1-E / 


MeTinoa 


BLASTX 


NCBI GI 


g3892055 


BLAST score 


595 


E value 


7 . Oe-62 


Match length 


1 A A 

140 


% identity 


79 


NCBI Description 


/7N/"'AAOO'OA\ , , _i_ _ j_ ' ___ 

(AC002i30) putative 




thaliana] 


Seq. No, 


A A 1 CO/" 

201526 


oeq. iu 


TTmrMQ_A.OO p»l t 1 TCI 

J_ilooU4o — uzz-yi— Ll-by 


Method 


BLASTX 


NCBI GI 


g2146797 


BLAST score 


463 


E value 


2.0e-46 


Match length 


125 


% identity 


68 



[Arabidopsis 



NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



protein disulfide-i some rase {EC 5.3.4.1) - Castor bean 
>gi_1134968 (U41385) protein disulphide isomerase PDI 

[Ricinus communis] >gi_1587210_prf 2206331A protein 

disulfide isomerase [Ricinus communis] 

201527 

LIB3048-022-Q1-L1-F2 

BLASTX 

g2597826 

317 

3.0e-29 

136 

50 

(Y14590) class IV chitinase [Arabidopsis thaliana] 
201528 

LIB3048-022-Q1-L1-F3 

BLASTX 

g481815 

165 

2.0e-ll 

89 
36 

vegetative storage protein - western balsam poplar x 
cottonwood >gi_309839 (L20233) vegetative storage protein 
[Populus trichocarpa x Populus deltoides] 



27354 



beq. No, 


zvioz y 


beq. ID 


T TR^fldP — 099-01 -T 1 — TT7 


Metnoa 


bLAb 1 A 


NCBI GI 


gl477428 


BLAST score 


751 


E value 


4 . ue~o U 


Match length 


141 


-e identity 


yo 


NCBI Description 


lAyyoZoj aipna - ruDunn i [noraeuui vuigarej 


Seq. No. 


zulooU 


beq. lu 


Li1dJU4 o UZZ yi i_i± r o 


Method. 




NCBI GI 


™0 C A O A O O 

gzbu /4zz 


BLAST score 




E value 


z • ue z 


Match length 


107 


% identity 


82 


NCBI Description 


U I O lril nl U1N 1Ln£j orUYuyirt. b I IN 1 Xlrio tL> n i\Ci^\jj\0\Jt\ \\*,\3Z> ) 




(U— bULA^lN iLnUMUbbKlNlii v lxllvjlij "liiAbilj J ^gi OZyoZOl 




cystathionine gamma- synthase precursor [Arabidops 




unananaj 


Seq. No. 


O A 1 C O *1 

201531 


Seq. ID 


LIB oU4o— UZZ-yi— Ll-bl 


Method 


DT 7\ OTV 

dLAo 1a 


NCBI GI 


glyolobU 


BLAST score 


150 


E value 


1.0e-09 


Match length 


143 


% identity 


34 


NCBI Description 


(U95973) disease resistance protein RPM1 isolog 




[Arabidopsis thaliana] 


Seq. No. 


ftfti coo 

201532 


Seq. ID 


LlBoU4o-(JzZ-yi-Ll-LjZ 


Method 


TJT 7V CTV 

nliAb 1 A 


NCBI GI 


g3925703 


BLAST score 


289 


E value 


o . ue— o4 


Match length 


loU 


% identity 


85 


NCBI Description 


(X95905) 14—3-3 protein [Lycopersicon esculentum] 


Seq. No. 


o a "i coo 

201533 


Seq. ID 


LIB3U4 o-Uzz-Ql-Ll-Go 


Method 


BLASTX 


NCBI GI 


g3126967 


BLAST score 


176 


E value 


vi a — i o 

4 . Oe-13 


Match length 


80 


% identity 


9 


NCBI Description 


(AF061807) polyubiquitin [Elaeagnus umbellata] 


Seq. No. 


201534 


Seq. ID 


LIB3048-022-Q1-L1-G4 


Method 


BLASTX 



27355 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2499946 
637 

9.0e-67 

134 
90 

URIDINE 5 1 -MONOPHOSPHATE SYNTHASE (UMP SYNTHASE) (OROTATE 
PHOSPHORIBOSYLTRANSFERASE AND OROTIDINE 5 '-PHOSPHATE 
DECARBOXYLASE >gi_74 7 980 (U22260) UMP synthase [Nicotiana 
tabacum] 



C "NT 

beg. no. 


ZUlOoO 


beg. ±u 


t Tmn/i q_ noo_rn _r 1 _r" r 
LIdjU^o UiZ JjI oj 




■QT BQTY 
OijiiO 1 A 


IN L- D ± bl 




BLAST score 


216 


E value 


2.0e-17 


Match length 


61 


% identity 


61 


NCBI Description 


(AC004138) unknown protein [Arabidopsis thaliana] 


Seq. No, 


201536 


Seq. ID 


LIB3048-022-Q1-L1-G6 


Method 


BLASTX 


NCBI GI 


g2499946 


BLAST score 


428 


E value 


2.0e-42 


Match length 


110 


% identity 


75 


NCBI Description 


URIDINE 5 '-MONOPHOSPHATE SYNTHASE (UMP SYNTHASE) 



(OROTATE 

PHOSPHORIBOSYLTRANSFERASE AND OROTIDINE 5 1 -PHOSPHATE 
DECARBOXYLASE >gi_747 980 (U22260) UMP synthase [Nicotiana 
tabacum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201537 

LIB3048-022-Q1-L1-H1 

BLASTX 

g4530126 

171 

3.0e-12 

111 

41 

(AF078082) receptor-like protein kinase homolog RK20-1 
[Phaseolus vulgaris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seg. ID 
Method 



201538 

LIB3048-022-Q1-L1-H2 

BLASTX 

g2597826 

176 

7.0e-13 

57 

56 

(Y14590) class IV chitinase [Arabidopsis thaliana] 
201539 

LIB3048-022-Q1-L1-H5 
BLASTX 



27356 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g543867 
222 

3.0e-18 

77 

71 

ATP SYNTHASE GAMMA CHAIN, MITOCHONDRIAL PRECURSOR 

>gi_1076684_pir A47493 H+-transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor - sweet potato 
>gi_303626_dbj_BAA03526_ (D14699) Fl-ATPase gamrama subunit 
[Ipomoea batatas] 



Seq. No. 


O A 1 C A A 

201540 


beq. iu 


LlBo04 o-Uz J-Q1-L1-A1 


Method 


DT TV C TV 




QCC1 c 

g4 looolo 


BLAST score 


185 


E value 


3.0e-14 


Match length 


72 


% identity 


57 


NCBI Description 


(AF102824) actin depolymerizing factor 6 




thaliana] 


Seq. No. 


201541 


Seq. ID 


LIB304 8-023-Q1-L1-A3 


Method 


BLASTX 


NCBI GI 


*~ A f A Cl A f~ 

g4 64846 


BLAST score 


522 


E value 


3.0e-53 


Match length 


103 


% identity 


93 


NCBI Description 


TUBULIN ALPHA- 6 CHAIN >gi 322880 pir S2 




alpha- 6 chain - maize >gi 22158 emb CAA4 




alpha-tubulin #6 [Zea mays] 


Seq. No. 


201542 


beq. id 


LIBJU48-023-Q1-L1-A6 


Method 


BLASTX 


NCBI GI 


g4262174 


BLAST score 


571 


E value 


5. Oe-59 


Match length 


139 


% identity 


71 


NCBI Description 


(AC005508) 9058 [Arabidopsis thaliana] 


Seq. No. 


201543 


Seq. ID 


LIB3048-023-Q1-L1-A7 


Method 


BLASTX 


NCBI GI 


g!143322 


BLAST score 


634 


E value 


2.0e-66 


Match length 


140 


% identity 


82 


NCBI Description 


(U40979) alf a-carboxyltransf erase precur 


Seq. No. 


201544 


Seq. ID 


LIB3048-023-Q1-L1-B1 


Method 


BLASTX 



[Arabidopsis 



(X63178) 



27357 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2281115 
526 

9.0e-54 

131 

79 

(AC002330) putative cullin-like 1 protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201545 

LIB3048-023-Q1-L1-B2 

BLASTX 

gl706323 

245 

2.0e-21 

75 
60 

ORNITHINE DECARBOXYLASE 
ornithine decarboxylase 
>gi_8 7 1 0 0 8_emb_CAA61 1 2 1_ 
[Datura stramonium] 



(ODC) >gi_2118242_pir S64704 

(EC 4.1.1.17) - jimsonweed 
(X87847) ornithine decarboxylase 



201546 

LIB3048-023-Q1-L1-B3 

BLASTX 

gl709498 

478 

4.0e-48 

120 

74 

OSMOTIN-LIKE PROTEIN OSM34 PRECURSOR 

>gi_1362001_pir S57524 osmotin precursor ■ 

thaliana >gi_887390_emb_CAA61411_ (X89008) 
[Arabidopsis thaliana] 

201547 

LIB3048-023-Q1-L1-B5 

BLASTX 

gl709498 

567 

1.0e-58 

135 

76 

OSMOTIN-LIKE PROTEIN OSM34 PRECURSOR 

>gi_1362001_pir S57524 osmotin precursor * 

thaliana >gi_887390_emb_CAA61411_ (X89008) 
[Arabidopsis thaliana] 



- Arabidopsis 
osmotin 



■ Arabidopsis 
osmotin 



201548 

LIB3048-023-Q1-L1-B7 

BLASTX 

g4454051 

322 

8.0e-30 

125 

53 

(AL035394) putative polygalacturonase [Arabidopsis 
thaliana] 



27358 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201549 

LIB3048-023-Q1-L1-B8 

BLASTX 

g3080400 

521 

3.0e-53 

125 

78 

(AL022603) putative protein 
>gi_4 4552 6 4_emb_CAB 3 6 8 0 0 . 1_ 
[Arabidopsis thaliana] 

201550 

LIB3048-023-Q1-L1-C5 

BLASTX 

g4102703 

299 

4.0e-27 

102 

65 

(AF015274) 
thaliana] 



[Arabidopsis thaliana] 
(AL035527) putative protein 



ribulose-5-phosphate-3-epimerase [Arabidopsis 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201551 

LIB3048-023-Q1-L1-C7 

BLASTX 

g285741 

391 

4.0e-38 

98 

73 

(D14550) EDGP precursor [Daucus carota] 
201552 

LIB3048-023-Q1-L1-C8 

BLASTX 

g927428 

414 

1.0e-40 

121 

69 

(X86733) fisl [Linum usitatissimum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



201553 

LIB3048-023-Q1-L1-D1 
BLASTX 
g484656 
142 

3.0e-09 
73 

u j.ut.m.j.i.j 48 
NCBI Description monodehydroascorbate reductase (NADH) (EC 1.6.5. 

cucumber >gi_452165_dbj_BAA054 08_ (D26392) 
monodehydroascorbate reductase [Cucumis sativus] 



4) 



Seq. No. 



201554 



27359 



oeq. id 


iilDJUyO UiJ lil jjo 


Me unOd 




NCBI GI 


g3540200 


BLAST score 


216 


E value 


z . ue i / 


Match length 


04 


-e identity 


ol 


iNUrsi uesciiption 


^ri^UU*± ^. DU } Oimilal L.O 


Seq. No. 


o m c: c c 

zUiooo 


beq. id 


t yD^n/i Q — C\ o *3_r^i _t 1 _n/i 
lil 13 JU4 o — UZ J - y 1— lil - JJ4 


l v iC LI1UU. 


OlxriO 1A 


NLdI url 


goozizo u 


BLAST score 


476 


E value 


5.0e-48 


Match length 


117 
11 / 


^ identity 


7 Q 

/o 


NCBI Description 


(Ajuuyyozj asparagme 




vulgaris ] 


beq. No* 


ZUloob 


oeq. ijj 


lil Bo U 4 o UZo y 1 lil UO 


ftyT<»-i 4- V\ ^\ /-3 

ixie Liioa 


DlirlO 1 A 




gzoz y yz 


DT 7VCT 1 crinvia 

oj-trio i score 


1 £7 
ID / 


E value 


6.0e-12 


Match length 


99 


% identity 


40 


NCBI Description 


(AC002291) Similar to 




thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201557 

LIB3048-023-Q1-L1-D6 

BLASTX 

g4539383 

173 

2.0e-12 

130 

38 

(AL035526) 
thaliana] 



putative protein (fragment) [Arabidopsis 



201558 

LIB3048-023-Q1-L1-D7 

BLASTX 

g!709804 

471 

2.0e-47 

128 

71 

26S PROTEASE REGULATORY SUBUNIT S10B (P44) (CONSERVED 
AT PAS E DOMAIN PROTEIN 44) >gi_1045497 (0*36395) conserved 
ATPase domain protein 44 [Spermophilus tridecemlineatus ] 
>gi_2213932 (AF006305) 26S proteasome regulatory subunit 
[Homo sapiens] 



Seq. No. 



201559 



27360 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3048-023-Q1-L1-D8 

BLASTX 

g2507422 

318 

2.0e-29 

101 
83 

CYSTATHIONINE GAMMA- SYNTHASE PRECURSOR (CGS) 
(O-SUCCINYLHOMOSERINE (THIOL) -LYASE) >gi_3293261 (AF039206) 
cystathionine gamma -synthase precursor [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201560 

LIB3048-023-Q1-L1-E1 

BLASTX 

g4158232 

701 

3.0e-74 

140 

89 

(Y18626) reversibly glycosylated polypeptide 
aestivum] 



[Triticum 



Seq. No. 


201561 


Seq. ID 


LIB3048-023-Q1-L1-E2 


Method 


BLASTX 


NCBI GI 


g3451147 


BLAST score 


533 


E value 


1.0e-54 


Match length 


139 


% identity 


73 


NCBI Description 


(AJ010397) chitinase [Hevea brasiliensis] 


Seq. No. 


201562 


Seq. ID 


LIB3048-023-Q1-L1-E3 


Method 


BLASTX 


NCBI GI 


g4512685 


BLAST score 


256 


E value 


4.0e-22 


Match length 


130 


% identity 


43 


NCBI Description 


(AC006931) hypothetical protein [Arabidopsis 



>gi_4559325_gb_AAD22987.1_AC007087__6 (AC007087) 
hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201563 

LIB3048-023-Q1-L1-E4 

BLASTX 

g2462826 

418 

4.0e-41 

145 
54 

(AF000657) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



201564 

LIB3048-023-Q1-L1-E5 



27361 



II 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
.NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



BLASTX 

gl644427 

473 

1.0e-47 

114 

81 

(U74610) 



glyoxalase II [Arabidopsis thaliana] 



201565 

LIB3048-023-Q1-L1-E6 

BLASTX 

g4455199 

370 

2.0e-35 

92 
78 

(AL035440) putative protein [Arabidopsis thaliana] 
201566 

LIB3048-023-Q1-L1-E7 

BLASTX 

g2894599 

517 

1.0e-52 

108 
84 

(AL021889) putative protein [Arabidopsis thaliana] 
201567 

LIB3048-023-Q1-L1-E8 

BLASTX 

g2129597 

583 

2.0e-60 

119 

93 

glutamate dehydrogenase 1 - Arabidopsis thaliana 
>gi_1098960 (U37771) glutamate dehydrogenase 1 [Arabidopsis 
thaliana] >gi_1293095 (U53527) glutamate dehydrogenase 1 
[Arabidopsis thaliana] 

201568 

LIB3048-023-Q1-L1-F2 

BLASTX 

g3738316 

335 

2.0e-31 

92 

68 

(AC005170) unknown protein [Arabidopsis thaliana] 
201569 

LIB3048-023-Q1-L1-F5 

BLASTX 

g3894391 

207 

2.0e-16 



27362 



Match length 


1 JU 


% identity 


4 


iNutsi Description 


iiiruooyy/j ricrz-oii L-Lycopersicon escuientumj 


beq. no. 


oni cm 


oeq. id 


T TU^fljlQ — r>1 — T 1 — TT£ 
L1DJU40- UZO~yi~ijl~C 0 


Mot - H nH 




NCBI GI 


g2911059 


BLAST score 


631 


E value 


d . Ue-oo 


Match length 


1 A (Z 
14 O 


% identity 


87 


NCBI Description 


(ALUziybl) putative protein [ Arabidopsis thaliana] 


Seq. No, 


zUlo /l 


oeq, _LJJ 






RT aQTM 
•DlxriO 1 IN 






BLAST score 


38 


E value 


6.0e-12 


Match length 


loo 


% identity 


Q £ 
OO 


NLbi Description 


Arabidopsis thaliana chromosome I BAC F11M15 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No, 


201572 


oeq. id 


LIBjU4o-(Jzo-Q1-L1-Go 


Method 




NCBI GI 


g2739376 


BLAST score 


230 


E value 


4 . Qe-21 


Match length 


13 


% identity 


70 


NCBI Description 


(ACUUzouo) putative permease L Arabidopsis thaliana J 


Seq, No. 


201573 


oeq. id 


lilo JU4o-UZo-yi— L1-(j4 




rSliAo 1 A 




gjUi?Di?l!7 


BLAST score 


333 


E value 


1.0e-47 


Matcn lengtn 


11U 


% identity 


q a 


NCBI Description 


(AL023094) putative serine/threonine protein kinase 




[Arabidopsis thaliana] 


Seq. No. 


201574 


Qnrt TPi 

oeq. id 


JjlrSoU4o— Uzo-yi-Ll— Go 


LxietnoQ 




JNUrJl \jL 


go4zuyub 


BLAST score 


237 


E value 


1 . Ue-zl 


Match length 


72 


■s identity 


58 


NCBI Description 


(AF080595) zinc finger protein; WRKY1 [Pimpinella 




brachycarpa] 




27363 



CI 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



201575 

LIB3048-023-Q1-L1-G6 

BLASTX 

gl407705 

613 

6.0e-64 

137 

83 

(U60202) lipoxygenase 



[Solanum tuberosum] 



201576 

LIB3048-023-Q1-L1-G7 

BLASTX 

g2317906 

373 

8.0e-36 

76 

96 

(U89959) ARA-5 [Arabidopsis thaliana] 
201577 

LIB3048-023-Q1-L1-G8 

BLASTX 

g4415908 

163 

3.0e-ll 

48 

54 

(AC006282) unknown protein [Arabidopsis thaliana] 
201578 

LIB3048-023-Q1-L1-H4 

BLASTX 

gl703200 

394 

2.0e-38 

111 

72 

PROTEIN KINASE AFC2 >gi_601789 (U16177) protein kinase 
[Arabidopsis thaliana] >gi_642130_dbj_BAA08214__ (D45353) 
protein kinase [Arabidopsis thaliana] 

>gi_4220516_emb_CAA22989_ (AL035356) protein kinase (AFC2) 
[Arabidopsis thaliana] 

201579 

LIB3048-023-Q1-L1-H7 

BLASTX 

gl777312 

403 

2.0e-39 

112 

70 

(D30622) novel serine/threonine protein kinase [Arabidopsis 
thaliana] 

201580 

LIB3048-024-Q1-L1-A2 



27364 



Method 


BLASTX 


NCBI GI 


g!777386 


BLAST score 


368 


VaJ.Uc 




ixiaLuii Xfcjily L.I1 


xf± x 


^ j_u.tiij. Li. i_y 


*± o 


i.N Vur U J- ^ O V_* J L Kj L. -I- Vll 


frT^Q^fll 1 pa f f pi c ap"i H O — nnp'l~h\7'l fran^ f pt^qp 




901 Rft1 


Seq. ID 


T,TFn04fi-f)94-O1 -T.I -A^ 


Mpt*hori 


BLASTX 


NCBI GI 


g3493367 


BLAST score 


323 


Hj VdlUS 




Ma-j- "1 anrfH Vi 

L v Ja.L.cri xsriyxn 


ft ft 


Q- -! /-J "I - "i-l-^T 

■s luenTZiuy 


74 


iN^Ox UcbCIiptlUIl 


± 1 xZjj ) CltiaLc SynLUaSc [ UaliCUS CalOta 


oeq ■ ino . 


901 i;po 


Cprr Tf) 
UCtj • XU 


T XR*3f)4 ft — 094— m — T 1 —aft 


LiC L. J. 1^1*1 


RLA^ITX 

DJjrlO X A 






BLAST score 


570 


E value 


7.0e-59 




1 9£ 




ft ft 
0 0 


NCBI Description 


(X99853) oxoglutarate nialate translocator 




tUJJci UIU j 


oeq. LNO. 


OOI COO 


O CV^ . X LJ 


T XR^n4fi — 094-ni — T 1 — Rl 
LIDOU^ u UZ.^ V^x xjx DX 




DiirVO X A 


NCBI GI 


g!076746 


BLAST score 


350 


E value 


1.0e-33 


Match length 


80 


% identity 


90 



NCBI Description 



heat shock protein 70 - rice (fragment) 
>gi_763160_emb_CAA47948_ (X67711) heat shock protein 70 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201584 

LIB3048-024-Q1-L1-B2 

BLASTX 

g3193316 

662 

1.0e-69 

147 

84 

(AF069299) 
epimerases 



contains similarity to nucleotide sugar 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



201585 

LIB3048-024-Q1-L1-B3 

BLASTX 

g2507422 

314 



27365 



E value 
Match length 
% identity 
NCBI Description 



7.0e-29 

135 

69 

CYSTATHIONINE GAMMA- SYNTHASE PRECURSOR (CGS) 
(0-SUCCINYLHOMOSERINE (THIOL) -LYASE) >gi_3293261 (AF039206) 
cystathionine gamma-synthase precursor [Arabidopsis 
thaliana] 



beg. no. 


ZUiJOO 


Seq. ID 


LIB3048-024-Q1-L1-B4 


Method 


fit 7i ft m \7 

BLASTX 


NCBI bl 


g4 blU J4U 


oij/ioi score 




E value 


3.0e-25 


Match length 


129 


% identity 


41 


NCBI Description 


(AC006921) hypothetical protein [Arabidopsis tnalxana, 


Seq. No. 


O Al COT 

201587 


Seq. ID 


LIB3048-024-Q1-L1-B5 


Method 


BLASTX 


NCBI GI 


g3493172 


BLAST score 


548 


E value 


2.0e-56 


Match length 


108 


% identity 


98 


NCBI Description 


(U89609) fiber annexin [Gossypium hirsutum] 


Seq. No. 


201588 


Seq. ID 


LIB3048-024-Q1-L1-B7 


Method 


BLASTX 


NCBI GI 


g273938l 


BLAST score 


4ll 


E value 


2.0e-4 0 


Match length 


114 


% identity 


68 


NCBI Description 


(AC002505) putative patatin [Arabidopsis thaliana] 


Seq. No. 


201589 


Seq. ID 


LIB304 8-024 -Q1-L1-B8 


Method 


BLASTX 


NCBI GI 


g4538913 


BLAST score 


199 


E value 


z . ue — id 


Match length 


42 


% identity 


86 


NCBI Description 


(AL049482) putative protein [Arabidopsis thaliana] 


Seq. No. 


201590 


Seq. ID 


LIB3048-024-Q1-L1-C2 


Method 


BLASTX 


NCBI GI 


g542058 


BLAST score 


531 


E value 


3.0e-54 


Match length 


144 


% identity 


67 


NCBI Description 


HSR203J protein - common tobacco >gi_444002_emb_CAA54: 



27366 



(X77136) HSR203J [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201591 

LIB3048-024-Q1-L1-C5 

BLASTX 

gl407705 

146 

5.0e-20 

90 
68 

(U60202) lipoxygenase [Solanum tuberosum] 



Seq. No. 

Seq; ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201592 

LIB3048-024-Q1-L1-C6 

BLASTX 

g4454012 

328 

1.0e-30 

113 
61 

(AL035396) Pollen-specific protein precursor like 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201593 

LIB3048-024-Q1-L1-C7 

BLASTX 

g2960364 

636 

1.0e-66 

132 

89 

(AJ224986) cinnamoyl CoA reductase 
subsp . trichocarpa] 



[Populus balsamifera 



Seq. No. 


201594 


Seq. ID 


LIB3048-024-Q1-L1-C8 


Method 


BLASTX 


NCBI GI 


g!220196 


BLAST score 


350 


E value 


3.0e-33 


Match length 


86 


% identity 


83 


NCBI Description 


(U49061) alcohol dehydrogenase 


Seq. No. 


201595 


Seq. ID 


LIB3048-024-Q1-L1-D3 


Method 


BLASTX 


NCBI GI 


g3660469 


BLAST score 


158 


E value 


1.0e-10 


Match length 


39 


% identity 


74 


NCBI Description 


(AJ001808) succinyl-CoA-ligase : 



thaliana] >gi_4512693__gb_AAD21746 . 1_ (AC006569) 
succinyl-CoA ligase beta subunit [Arabidopsis thaliana] 



Seq. No. 



201596 



27367 



o 



oeq. 1JJ 


T TR^fi A ff — 09 d— 01 — T.1 — n4 


Method 


JDJUfiOi A 


NCBI GI 


g2407617 


BLAST score 


226 


E value 


i . ue— lo 


Matcn lengtn 


yi 


% identity 




iNUrsi Description 


(Arui/yo4; giuraiinione synu.neL.ase L-Ljycopersicon escuienuuiuj 


Seq. No. 




beq. ID 


TTTa^nyiQ no a f>i t 1 r\£ 
LlDJU4c5 _ Uz4-yi— lil- Do 


Method 


■DliAol A 


NCBI GI 


g4140598 


BLAST score 


553 


E value 


o . ue-o / 


Match length 




% identity 


0 /1 


lNL/Di jjescnption 


/ 7\ T7 1 A Q O 1 /I Q \ a 1 /-^/^V\/-\l ^ ^> V-\ t jsA s\ a~r~\ ^3 00 Zi fflnoQ \rr^ n liTfl VlT rcill'l 1TH 1 

^iir u -?u ifi 0 J aiconoi cienytixroy eiicioc LoUooypxuiu ii-li. ouuluuj 


Seq. No. 


0 r\ 1 c no 


beq. 1JJ 


1i1jdOU4 o — UZ4i — y 1"~1j1~JJ / 


Method 


IDlifio 1 A 


NCBI bl 


_-2 CC1 QQ1 

goooiy yi 


BLAST score 


Oil 

zll 


E value 


/ . ue-i / 


Match length 


89 


% identity 


53 


NCBI Description 


(AF085077) alcohol dehydrogenase A [Gossypium hirsutum] 




>gi o55199i (AFUooO/o) alcohol aenyarogenase A Lbossypium 




hirsutum] >gi 4140618 (AF090158) alcohol dehydrogenase A 




[Gossypium hirsutum] 


Seq. No. 


201599 


Seq. ID 


LIBo04o-024-Ql-Ll-Do 


Metnoa 


DT 7\ C rpv 

dLAoIa 


NCBI GI 


g2459419 


BLAST score 


152 


E value 


t n ^ -i n 

/ . Ue— 10 


Match lengtn 


1 O il 

1^4 


% identity 


35 


NCBI Description 


(ACuu^JJ^) hypothetical protein [Araoidopsis tnaiianaj 


Seq. No. 


201600 


Seq. ID 


T TOOn / O AO Vl /"\1 T 1 TT"0 

LIBoU4o-U24-Ql-Ll-Eo 


MeTznou 


DT 7\OrnY 
OLiiiO 1 A 


NCBI GI 


g477819 


BLAST score 


397 


E value 


7.0e-39 


Match length 


104 


% identity 


73 



NCBI Description 



mitochondrial processing peptidase (EC 3.4.99.41) beta 
chain precursor - potato >gi_410634_bbs_136741 cytochrome c 
reductase-processing peptidase subunit II, MPP subunit II, 
P53 [potatoes, var. Marfona, tuber, Peptide Mitochondrial, 
530 aa] 



Seq. No. 



201601 



27368 



oeq. xu 


T TR^flilP — Cl9&— 01 — T.1 — Ffi 

JjIDjUtO \^J. -UX HjU 


Metnod 


DT 7\ C rnv 

bLAblA 


NCBI GI 


g633110 


BLAST score 


671 


E value 


y . ue — / x 


Match length 


ij / 


% identity 




iNv^bx uescrxpcxon 


^UOXOflO/ pxaSIua. Ill^IlUJi. ciXlc X1t filirdot; |_Uiyz.a oaLlvaj 


beq. jno. 


ZU X DUZ 


beq. iu 


T TR^H^ft- Pi 9 A— HI — T 1 — F7 


Metnoa 


bXiAb 1 A 


NCBI GI 


gl946359 


BLAST score 


357 


E value 


b . ue-o4 


Match length 


XJX 


-s xaentxty 


04 


XT ^ X T*^ C" f* V* T T"\ +- -i /~s -f\ 

rJ^Di. L/cbCI lpulOIl 


f T7Q ^9 1 R ^ Tin Vn own "nrrit" pi n T Srahi Herri ^ "i «3 "hht^li^nsl 


beq. No. 


ZUIdUj 


beg. iu 


XiXd0U4 0"~UZ4 — yX~XjX~£jO 


Method. 


DT 7\ qty 
OXifib 1 A 


NCBI GI 


g4204265 


BLAST score 


430 


E value 


z . 0e-4z 


Match length 


146 


% identity 


60 


NCBI Description 


(ACUUoZzo) 4oo4J [AraJoxctopsxs tnaiianaj 


Seq. No. 


201604 


beq. ID 


XiXnoU4o~UZ4 — yX~XtX — r D 


Method 


bXiiib 1 A 


NCBI GI 


g5439Q5 


BLAST score 


594 


E value 


9.0e-62 


Match length 


1 jz 


% xaentxty 


O A 

o4 


NCBI Description 


BRASS I NQSTERO ID— KhbUXiAiiiiD FKUlhjXN JdKUX >gx o4/4oy 




orassxnosceroxa reguxateo prouexn [biycine maxj 


Seq. No. 


OA1 £f\ C 


beq. id 


XiXboU4o~Uz4— yx — XjX — r o 


Method 


"DT 7\ OTV 
DXlAb 1 A 


NCBI GI 


g4ziyz4 


oijiib i score 




E value 


2.0e-37 


Match length 


129 


% identity 


59 


NCBI Description 


peroxidase (EC 1.11.1.7) - tomato >gi_296910_emb_ 




(X71593) peroxidase [Lycopersicon esculentum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BliAST score 
E value 



201606 

LIB3048-024-Q1-L1-G2 

BLASTX 

g300265 

554 

4.0e-57 



27369 



Match length 

% identity 

NCBI Description 



126 
88 

HSP68=68 kda heat-stress DnaK homolog [Lycopersicon 

per uvianum= tomatoes, Peptide Mitochondrial Partial, 580 aa] 



oeq. ino . 


901 £07 
ZUXDU / 


oeq. ijj 


LiLnoVH o — UZ4 — 


Method 


■QT 7\ OTTV 




rr^CiA AOl 9 


oLAoi score 




E value 


o . ue-ou 


jyiatcn lengun 


IjO 


% identity 




LNUDl L£J 1 LKJ1L 




Seq. No. 


201608 


Seq. ID 


LIB3048-024-Q1-L1-G4 


Method 


BLASTX 


NCBI GI 


gl706082 


BLAST score 


223 


E value 


3.0e-18 


Match length 


131 


% identity 


44 


NCBI Description 


SERINE C ARBOX Y P E P T I DAS E II- 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



-3 PRECURSOR (CP-MII.3) 

>gi_629787_pir S44191 serine-type carboxypeptidase (EC 

3.4.16.1) II-3 - barley >gi_619350_bbs_153536 

CP-MII . 3=serine carboxypeptidase [Hordeum vulgare=barley, 

cv. Alexis, aleurone, Peptide, 516 aa] 

>gi_474392_einb_CAA55478_ (X78877) serine carboxylase II-3 
[Hordeum vulgare] 

201609 

LIB3048-024-Q1-L1-G5 

BLASTX 

g4530126 

146 

3.0e-09 

135 

29 

(AF078082) receptor-like protein kinase homolog RK20-1 
[Phaseolus vulgaris] 

201610 

LIB3048-024-Q1-L1-G7 

BLASTX 

g2739376 

234 

1.0e-21 

100 

59 

(AC002505) putative permease [Arabidopsis thaliana] 
201611 

LIB3048-024-Q1-L1-H1 

BLASTX 

g4337195 

646 



27370 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



8.0e-68 

147 

86 

(AC006403) putative protein kinase [Arabidopsis thaliana] 
201612 

LIB3048-024-Q1-L1-H4 

BLASTX 

g2129495 

151 

4.0e-10 

70 

50 

fiber protein E6 (clone SIE6-2A) - sea-island cotton 
>gi_1000088 (U30507) E6 [Gossypium barbadense] >gi_1000090 
(U30508) E6 [Gossypium barbadense] 

201613 

LIB3048-024-Q1-L1-H5 

BLASTX 

g2506139 

321 

1.0e-29 

82 

78 

COATOMER DELTA SUBUNIT (DELTA-COAT PROTEIN) (DELTA-COP) 
(ARCHAIN) >giJL314049_emb_CAA91901_ (Z67962) 
archain/delta-COP [Oryza sativa] 



Seq. No. 


201614 


Seq. ID 


LIB3048-024-Q1-L1-H6 


Method 


BLASTX 


NCBI GI 


g3132696 


BLAST score 


659 


E value 


2.0e-69 


Match length 


147 


% identity 


86 


NCBI Description 


(AF061962) SAR DNA-binding protein-1 


Seq. No. 


201615 


Seq. ID 


LIB3048-024-Q1-L1-H7 


Method 


BLASTX 


NCBI GI 


gl895084 


BLAST score 


302 


E value 


2.0e-27 


Match length 


61 


% identity 


92 


NCBI Description 


(U89897) golgi associated protein se 


Seq. No. 


201616 


Seq. ID 


LIB3048-025-Q1-L1-A1 


Method 


BLASTX 


NCBI GI 


gl071912 


BLAST score 


346 


E value 


5.0e-52 


Match length 


131 


% identity 


83 



27371 



NCBI Description cysteine synthase (EC 4.2.99.8) cpACSl - Arabidopsis 
thaliana >gi_572517_emb__CAA57344_ (X81698) cysteine 
synthase [Arabidopsis thaliana] 



Seq. No. 


201617 




LXDjUI O v£.J ^1 i_il rilZ. 


LYie tnOQ 


JtSixtt.o x A 


MPTST CT 

INorJl bl 


gz 010 0 y y 


£3j_iH.oi score 


1 / D 


E value 


i . ue iz 


Match length 


rq 
oy 


x> loeiTxity 






\Jt\\^\J\J *J J. \J } yJ.lL JVI HlJ W 1 1 £j_L \J Ut; -1- 11 [riXaJJXUUpcXO L.J.1CL-L J_ diid J 


Seq. No. 


201618 


Seq. ID 


LIB3048-025-Q1-L1-A2 


ixie cnou 


DXj/iO 1 A 




g4 o o / u yo 


jdIiAoi score 


/i "7 n 

4 / U 


SLt Value 


o Ho— A 7 

j . ue ft / 


Match length 


iz y 


Q, -J J - — i- t 4- TT 

% identity 


t>4 


inujdi uescription 


t-ftrizyoioj rer Liiizauion— lnaepencienT- endosperm protein 




[HxdDlUUpbXo LIld.lla.Ilci J 


Seq. No. 


201619 


beq. id 


Lib jU4o- UZO-^1— lil— A 4 


Method 


BLAbTA 


NCbl bl 


— O 1 OTT/I C 

golzo / 40 


BJjAbi score 


z4 y 


E value 


o . ue-zl 


Match length 


DO 


% identity 


/ 1 


inojdj. uescription 


^iiDUij44 / j aiuiuinuiu inaucea [Diassica napuoj 


Seq. No. 


201620 


Seq. ID 


LIB3048-025-Q1-L1-A5 


Method 


BLAST A 


JNUdI Cjl 


g4 DO /zou 


BLAST score 


COT 

ool 


tt vaiue 


z . ue 04 


Match length 


IOC 

13d 


% identity 


T O 

73 


NCBI Description 


(^^0^1*3041; puracive MUrn aepenaenc mannose o— pnospnatu 




reductase [Arabidopsis thaliana] 


oeq. jno . 


ZUl DZl 


Seq. ID 


LIB3048-025-Q1-L1-A7 


Method 


BLASTX 


NCBI GI 


gl871192 


BLAST score 


377 


E value 


3.0e-36 


Match length 


144 


% identity 


63 


NCBI Description 


(U90439) Cys3His zinc finger protein isolog [Arabidops: 




thaliana] 



27372 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201622 

LIB3048-025-Q1-L1-A8 

BLASTX 

g477819 

495 

4.0e-50 

122 

76 

mitochondrial processing peptidase (EC 3.4.99.41) beta 
chain precursor - potato >gi_410634_bbs_136741 cytochrome c 
reductase-processing peptidase subunit II, MPP subunit II, 
P53 [potatoes, var. Marfona, tuber, Peptide Mitochondrial, 
530 aa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
"BLAST score 
E value 
Match length 
% identity 
NCBI Description 



201623 

LIB3048-025-Q1-L1-B1 

BLASTX 

g3892055 

356 

8.0e-34 

104 
68 

(AC002330) 
thaliana] 



putative transport protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



201624 

LIB3048-025-Q1-L1-B12 

BLASTX 

g2230757 

308 

3.0e-28 

119 

55 

(Y11969) dnaJ-like protein [Arabidopsis thaliana] 
201625 

LIB3048-025-Q1-L1-B3 

BLASTX 

g2558512 

149 

1.0e-09 

92 
45 

(AJ002020) proton pump interactor [Arabidopsis thaliana] 
201626 

LIB3048-025-Q1-L1-B4 

BLASTX 

g4218535 

499 

1.0e-50 

133 
66 

(AJ010829) GRAB1 protein [Triticum sp.] 
201627 

LIB3048-025-Q1-L1-B5 



27373 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl709498 

561 

7.0e-58 

125 

80 

OSMOTIN-LIKE PROTEIN OSM34 PRECURSOR 

>gi_1362001__pir S57524 osmotin precursor - Arabidopsis 

thaliana >gi_8873^g_emb_CAA61411_ (X89008) osmotin 
[Arabidopsis thaliana] 

201628 

LIB3048-025-Q1-L1-B7 

BLASTX 

gl32944 

567 

1.0e-58 

144 

75 

60S RIBOSOMAL PROTEIN L3 >gi_81658_pir JQ0772 ribosomal 

protein L3 (ARP2) - Arabidopsis thaliana >gi_806279 
(M32655) ribosomal protein [Arabidopsis thaliana] 

201629 

LIB3048-025-Q1-L1-B8 

BLASTX 

g3329294 

149 

2.0e-09 

129 

29 

(AE001355) Zinc Metalloprotease (insulinase family) 
[Chlamydia trachomatis] 



Seq. No. 


201630 


Seq. ID 


LIB3048-025-Q1-L1-B9 


Method 


BLASTX 


NCBI GI 


g3763933 


BLAST score 


145 


E value 


3.0e-09 


Match length 


48 


% identity 


62 


NCBI Description 


(AC004450) unknown protein [Arabidopsis 


Seq. No. 


201631 


Seq. ID 


LIB3048-025-Q1-L1-C1 


Method 


BLASTX 


NCBI GI 


g2495209 


BLAST score 


159 


E value 


1.0e-10 


Match length 


57 


% identity 


53 


NCBI Description 


HYPOTHETICAL 12.9 KD PROTEIN SLR1417 



>gi_l 65181 9_dbj _BAA1 6 7 4 6_ 
[Synechocystis sp.] 



(D90900) hypothetical protein 



Seq. No. 



201632 



27374 



II 



Sea ID 


LIB3048-025-O1-L1-C11 


Method 


BLASTX 


NCBI GI 


gl001309 


BLAST score 


220 


T ua 1 no 
Hi V a. J. Lie 


7 Dp-1 ft 
/ • u c lo 


lid l.\_ii ici ly l. n 


196 


O X UC11 1 — L <-_/ 


?7 


DIvDl UCOO-I LUU-LU11 


^UUlUUUj CIQL/Cll UCIUC CLULL11UL1 ClliD LCI CISC [_ uy llCUUvL* j O L. X O OU« 






Spa TD 


LIB3048-025-O1-L1-C12 


Mpthod 


BLASTX 


Ll ^ AJ J. VJ X. 


a3329294 

\^ ~J *-} -/ t-l i 


BLAST score 


147 


E value 


3.0e-09 


liciu^ii xciiyL.il 


129 

it. J 


S: n (Hon 4- n 4-\t 


9Q 


NFfRX PlDOPri r^4- n 
LNO.DX UcbUIXpLlUIl 


\ ritli UU1 0 J j / ZtluC aetaXlOprOLeaoc \ llibUllIldbc Idluliy J 




r 1 ^Tm\7"H 1 a i~ r*a rh ATnat - 1 cl 

|_ v^l IX CtiLLV CI L. X CI L>liUlLLa L X O j 


Q a. rr KTft 

oeq* LNO . 






T.TR^04R-02 i: i-f)1 -T.I -P9 


J.J.C U11VJU 


BLASTX 


NCBI GI 


gl332579 


BLAST score 


667 


TP ^73 1 n ft. 


O * Uc / U 


ftAa4~/" , il"» 1 4~~ Vi 

LYiatcri lengLii 


1 *3£ 
IjD 


"1 /"lft.T"t4 _ A 4- T T 


i n 




f^fQfi Dfi"^ \ Tsrs 1 \mHi rni i fi n rP"i thiq Q+/y"i q 1 

\ A JO UU J / LVkJXy UUi^Ul L.X11 [_ITXiiLiO O^i VCOLi. J.O J 


O /~s /-«■ "NT ft 

beg. no. 


ZU 1 boo 




TTR^D^ ft — 09 ^— m — T.1 — P4 


rue uiiuu 




NCBI GI 


g3738319 


BLAST score 


590 


TP T»2 1 lift 

Hj value 


■J • Uc D x 


IMa 4~ *"«V» T ft. t*w" t 1 V> 

i v iatcn lenytn 


1 ^1 


3- A /"lft.T"44 — "1 4~ T T 

"5 laentity 


ft 1 


lMV^OX L/COL/I Xp L-XLvil 


fHPfinm 7D ^ Vi Vi nr'al r^T-r^-f-ft-i-n f Bya Iri H/^ir^i ot c f Vial -i anal 
^rrk^UU D x / U ) nypo L.I1S LiCal protein L rlx aXJj_ClOp5X5 LuallauaJ 


OCLJ. NO. 


901 




T,TR^04ft-09 c i-Ol -T.1 —PR 


Mp+'hrnrJ 

J. J.C LliUVi 


RT.A^TX 


NCBI GI 


g2911059 


BLAST score 


419 


TP tt2 in ft 
Hj value 


o Ho— 41 
j . ue ft x 


L v la UOll Xciiy L.11 


1 1 & 

HO 


3- T /"I ft.T*t 4"" A 4"" T T 

t> iaeni-_Li_y 


79 
/ Z 


INv^DX L/eot-X xp tXOil 


/ 7\ T 0 91 Q£1 \ y\i i 4- -i 4~ i tta ift v "t™" A y-\ r Zl t /™1 ^i^l o +■ Vi 3 1 i anal 

VriXjUZX^Dly pUudtlvc piUUcin lri.1. aJJxQOpiSlS LnallallaJ 


pArt "NT ft. 

oSCJ • LNO . 


9fi 1 ^'^'7 
ZU x KiO 1 


Seq. ID 


LIB304S-02S-O1 -T,1 -P6 


Method 


BLASTX 


NCBI GI 


g4138647 


BLAST score 


623 


E value 


4.0e-65 


Match length 


147 



27375 



% identity 

NCBI Description 



79 

(AJ011939) peroxidase [Trifolium repens] 



beq. jno . 




Seq. ID 


LIB3048-025-Q1-L1-D1 


Method 


BLASTX 




gzzollio 


BLAST score 




E value 


o . ue-Do 


Match length 


1^4 


-s identity 


Q O 
OZ 


NCBI Description 


(ACUuzjoU) putative culim-iiJce 




thaliana] 


oeq. ino . 




Seq. ID 


LIB3048-025-Q1-L1-D10 


Method 


BLASTX 




gouo U4 Z4 


T"^ T 7\ O rp a a a 

BLAbi score 


o / y 


E value 


1 . Ue- /l 


Match length 


142 


% identity 


O ft 

89 


NCBI Description 


(AL022604) NAD+ dependent isocil 




1 [Arabidopsis thaliana] 


Seq. No. 


201640 


Seq. ID 


LIB3048-025-Q1-L1-D12 


Method 


BLASTX 


NCBI GI 


gl841464 


BLAST score 


317 


E value 


*3 ft _ on 

J. ue-zy 


Match length 


61 


% identity 


47 


NCBI Description 


(xiiuuz; liiM— aomam bro protein 


Seq. No. 


201641 


Seq. ID 


T TD^ft^O HOC /"M T1 T^i O 

LIBJU4o-U2o-Ql-Ll-Dz 


Method 


BLASTX 


NCBI GI 


g3122914 


BLAST score 


530 


E value 


3 . Oe-54 


Match length 


149 


% identity 


DO 


NCBI Description 


VALYL-TRNA SYNTHETASE (VALINE — 




>gi 1890130 (U89986) valyl tRNA 




thaliana] 


Seq. No. 


201642 


Seq. ID 


LIB3048-025-Q1-L1-D3 


Method 


BLASTX 


NCBI GI 


g2864609 


BLAST score 


235 


E value 


1.0e-22 


Match length 


98 


% identity 


60 



1 protein [Arabidopsis 



(VALRS) 
[Arabidopsis 



NCBI Description 



(AL021811) putative protein [Arabidopsis thaliana] 
>gi_404 9337_emb_CAA22562_ (AL034567) putative protein 



27376 



o 



[Arabidopsis thaliana] 



Sea. No. 


201643 


Seq. ID 


LIB3048-025- 


Method 


BLASTX 




a3763933 




390 


J1j value 


/ • Uc JO 


1 iCL L. Oil L. 1 i 


138 


^ iu.eiit.xuy 


79 


lN^oi jjescnp tion 


\ r\K^ U U ft J U ; 


O ■ I N • 


201644 


Sea. ID 


LIB3048-025 


Method 


BLASTX 


NCBI GI 


gll69534 


BLAST score 


538 


E value 


4.0e-55 


Match length 


121 


% identity 


87 


NCBI Description 


ENOLASE (2- 



-D4 



unknown protein [Arabidopsis thaliana] 



-D5 



PHOS PHOGLYCERATE DEHYDRATASE) 

( 2-PH0SPH0-D-GLYCERATE HYDRO-LYASE) >gi_542019_pir S39203 

phosphopyruvate hydratase (EC 4.2.1.11) - castor bean 
>gi_433609_emb_CAA82232_ (_Z2838 6) enolase [Ricinus 
communis] 



Seq. No. 


201645 


Seq. ID 


LIB3048-025-Q1-L1-D6 


Method 


BLASTX 


NCBI GI 


g3540180 


BLAST score 


300 


E value 


3.0e-27 


Match length 


141 


% identity 


53 


NCBI Description 


(AC004122) Unknown protein [Arabidopsis thaliana] 


Seq. No. 


201646 


Seq. ID 


LIB3048-025-Q1-L1-D7 


Method 


BLASTX 


NCBI GI 


g3924597 


BLAST score 


209 


E value 


1.0e-16 


Match length 


112 


% identity 


35 


NCBI Description 


(AF069442) putative oxidoreductase [Arabidopsis thaliana 


Seq. No. 


201647 


Seq. ID 


LIB3048-025-Q1-L1-D8 


Method 


BLASTX 


NCBI GI 


gl698548 


BLAST score 


636 


E value 


1.0e-66 


Match length 


146 


% identity 


81 


NCBI Description 


(U58971) calmodulin-binding protein [Nicotiana tabacum] 


Seq. No. 


201648 



27377 



Sea ID 


LIB3048-025-O1-L1-E10 


L1C L»l WJ\X 


BLASTX 


NCBI GI 


g4115371 


BLAST score 


177 


TT TT3 "1 n o 
Hi V CtX UC 


8 * Oe-13 


rlaLLU _LCiiyL.il 


ill 






NPRT Dp^rri ion 


(AC005967) unknown orotein rArabidoDsis thai 


OfciCJ. 1NO. 


9 n 1 6 a of 

__, u X O fs ,7 


Qorr TP) 


T.TR^O^fi-OPS-OI —T.I -F.l 1 


Mot Vi i^H 

L1C L.1 1VJLJ. 




NCBI GI 


g3043415 


BLAST score 


689 


T* 1 Trra 1 no 
Hi V ai Lit; 


7 . Oe-73 


Ms t~ i^Vi 1 on fTt Vi 
i/ia. uoii xciiy uii 
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^ XUell LJL L,y 


Q7 
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UCLj. V* \J • 


iUlUJU 


Qprr TO 


LIB3048-025-O1-L1-E2 


ric t_ilU(a 


-DXir->0 1A 


NCBI GI 


g3687223 


BLAST score 


322 


TT tt_ 1 no 


« rio— 

O . Uc ju 


jxiaxcri xsncjx_n 


1 47 

Xf± / 


t> laenTZiuy 




1>1^__>_L UCi-iL.LXpL±Uii 


^ \J W -L \J J/ j 11^ LyU L11C LXUCIX piU LCXli [nx CtUXLlU^JOXO 
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OCVji XJJ 


LilD JL*y O vj __, ^X XjX Hi %J 


L v ifc; L,il<_JU 


xjXltiO X z\. 


KTPRT 

INV^DX L_iX 




BLAST score 


610 


E value 


1.0e-63 


Tv/Ta +• "1 on /"ft* Vt 


1 4 R 
X o 


^ lUCiiLlLy 


7S 


XI z^ 1 T3 T T"\ <-\ o /~i ■V* ~i ~\ s\y\ 

in^_*ox uescriptiun 


^_t,xt yjz.'t 00 x ; poiypnobpnoirioox uiuc uxiiuxiiy pxui- 




r trr'i no tdsyI 
[_ uxy oxiic iLic-.-\. j 


oecj . vio . 






XiXDjUtO U-U St-L XiX HjO 


Mot* Vi 


X^ J_u\0 X /\ 


NCBI GI 


g4204265 


BLAST score 


234 


E value 


9 0o-1 Q 


Mat 1 DniTt ti 

ixicxT-cn xeriyt.il 


1 91 

X__, X 


2r t rl-in -t— -i H — t r 
15 luCliLlty 


4 ^ 


IN V-.XJ X UCOL>lXUUXvll 


(ACOnS??*^ 4^64^ rArabi Hnnqi thalianal 


oeq. no. 




Qprr TD 

JC^i XL/ 


LIB3048-025-O1-L1-E9 


Method 


BLASTX 


NCBI GI 


g2827711 


BLAST score 


466 


E value 


6.0e-47 


Match length 


108 



27378 



© 



% identitv 


80 








TArabidoDsis thalianal 


o e ^ * IN \J • 




Sea ID 


LIB3048-025-O1-L1-F1 


Method 


BLASTX 


NCBI GI 


g3451072 


BLAST score 


276 


F. va Inp 


2.0e-24 


Ma1~P , h 1 ^nrrhh 


80 






NCBI Description. 


(AL0313261 Dtitative Drotein FAfabidoDsis thalianal 


i_> C • INU • 


201655 

i. U 1 U J J 


Seq. ID 


LIB3048-025-O1-L1-F10 


Method 


BLASTX 


NCBI GI 


a!345979 


BLAST score 


322 


E value 


8.0e-30 


Match length 


128 


% "i Hpnt i fv 


52 


NIPRT n<=» crri T)-\~ "ion 

l/J^-D -L L/C O v L > L\JLL 


OMFHA— f, VhT^V APTH nF^ATUR A^TT PRT HPHPT S^T PRPPfTR^riR 

VJJ-lHiOJri O Enl 1 1 n^lU UJliOrT.1 Ui\ri01L / OnJ_iWi\^J±r J_iriO 1 riAljUUlAOUiA 




->yi *t j^jdz tJjZ^zxo; pxaST-iu omega o aesaturaSc i_iaxyc 




max] 


Oeq . JNO • 




Seq. ID 


T,TR?fl4fi-09 5-01 —T.I -Fl 1 


Method 


BLASTX 


NCBI GI 


a3687237 


BLAST score 


508 


E value 


1.0e-51 


Match length 


96 


% identity 


85 


NCBI Description 


(AC005169) putative Cys3His zinc-finger protein 




[Arabidopsis thaliana] 



Seq. No. 


201657 


Seq. ID 


LIB3048-025-Q1-L1-F12 


Method 


BLASTX 


NCBI GI 


g4325338 


BLAST score 


663 


E value 


8.0e-70 


Match length 


141 


% identity 


84 


NCBI Description 


(AF128392) No definition line found [Arab 


Seq. No. 


201658 


Seq. ID 


LIB3048-025-Q1-L1-F2 


Method 


BLASTX 


NCBI GI 


g3451072 


BLAST score 


338 


E value 


1.0e-31 


Match length 


101 


% identity 


60 


NCBI Description 


(AL031326) putative protein [Arabidopsis - 



[Arabidopsis thaliana] 



27379 



o 



Q&ri Kin 


v J. U »J Zf 


Qpa TO 


LIB3048-025-O1-L1-F3 


Method 


BLASTX 


NCBI GI 


g3252806 


BLAST score 


234 


J— J V uJ. Livi 


2 . Oe-19 




117 


0 _L 1 L Ly 




Kir^RT Hp^pti nt"i nn 




Cart M/^i 


U -L vOU 


Seq. ID 


LIB3048-025-O1-L1-F4 




BLASTN 


NCBI GI 


g3702724 


BLAST score 


39 


E value 


2.0e-12 


Match length 


83 


% identity 


87 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



K17N15, complete sequence 
201661 

LIB3048-025-Q1-L1-F5 

BLASTX 

g2827548 

339 

8.0e-32 

146 

46 

(AL021635) 
thaliana] 



5, TAC clone 
[Arabidopsis thaliana] 



cytochrome P450 - like protein [Arabidopsis 



201662 

LIB3048-025-Q1-L1-F6 

BLASTX 

g4567095 

506 

2.0e-51 

134 

66 

(AF129516) fertilization-independent endosperm protein 
[Arabidopsis thaliana] 

201663 

LIB3048-025-Q1-L1-F7 

BLASTX 

g3894387 

236 

1. Oe-19 

139 

3 

(AF053995) Hcr2-0B [Lycopersicon esculentum] 
201664 

LIB3048-025-Q1-L1-F8 

BLASTX 

g2498706 



27380 



© 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150 

4.0e-13 

63 
60 

ORIGIN RECOGNITION COMPLEX PROTEIN, SUBUNIT 2 >gi_1113103 
(U40269) atOrc2p [Arabidopsis thaliana] >gi_3236239 
(AC004684) origin recognition complex protein [Arabidopsis 
thaliana] 

201665 

LIB3048-025-Q1-L1-G1 

BLASTX 

g3953467 

655 

7.0e-69 

145 

43 

(AC002328) F20N2.12 [Arabidopsis thaliana] 



Seq. No. 


201666 


Seq. ID 


LIB304 8-025-Q1-L1-G10 


Met nod 


nT 7\C mv 

BLASTX 




-_o a CO*7 A c 
g^4 o/, / 4 o 


jDj_Lfio ± score 


91 7 


E value 


7.0e-19 


Match length 


121 


% identity 


38 


NCBI Description 


(AC002292) Hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


201667 


Seq. ID 


LIB3048-025-Q1-L1-G11 


Method 


BLASTX 


NCBI GI 


g2245060 


BLAST score 


265 


E value 


4.0e-23 


Match length 


73 


% identity 


66 


NCBI Description 


(Z97342) allergen homolog [Arabidopsis thaliana] 


Seq. No. 


201668 


Seq. ID 


LIB3048-025-Q1-L1-G3 


Method 


BLASTX 


NCBI GI 


g2129597 


BLAST score 


578 


E value 


7.0e-60 


Match length 


118 


% identity 


93 


NCBI Description 


glutamate dehydrogenase 1 - Arabidopsis thaliana 



>gi_1098960 (U37771) glutamate dehydrogenase 1 [Arabidopsis 
thaliana] >gi_12 93095 (U53527) glutamate dehydrogenase 1 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



201669 

LIB3048-025-Q1-L1-G6 

BLASTX 

g2864609 

250 



27381 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-21 

100 

51 

(AL021811) putative protein [Arabidopsis thaliana] 
>gi_404 9337_emb_CAA22562_ (AL034567) putative protein 
[Arabidopsis thaliana] 

201670 

LIB3048-025-Q1-L1-G7 

BLASTX 

g475048 

607 

3.0e-63 

130 

63 

(X72581) tonoplast intrinsic protein gamma (gamma-TIP) 
[Arabidopsis thaliana] 

201671 

LIB3048-025-Q1-L1-G8 

BLASTX 

g3763933 

201 

1.0e-15 

68 

60 

(AC004450) unknown protein [Arabidopsis thaliana] 
201672 

LIB3048-025-Q1-L1-H1 

BLASTX 

g2827548 

303 

2.0e-28 
145 
48 

(AL021635) 
thaliana] 



cytochrome P450 - like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201673 

LIB3048-025-Q1-L1-H10 

BLASTX 

g3421090 

568 

1.0e-58 
121 
93 

(AF043525) 
thaliana] 



20S proteasome subunit PAE2 [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



201674 

LIB3048-025-Q1-L1-H3 

BLASTX 

g4490330 

692 

3.0e-73 
146 



27382 



% identity 

NCBI Description 



92 

(AL035656) splicing factor-like protein [Arabidopsis 
thaliana] 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201675 

LIB3048-025-Q1-L1-H6 

BLASTX 

gl709804 

485 

5.0e-49 

129 

72 

26S PROTEASE REGULATORY SUBUNIT S10B (P44) (CONSERVED 
ATPASE DOMAIN PROTEIN 44) >gi_1045497 (U36395) conserved 
ATPase domain protein 44 [Spermophilus tridecemlineatus] 
>gi_2213932 (AF006305) 26S proteasome regulatory subunit 
[Homo sapiens] 



beq. no. 


ofil ana 


Seq. ID 


t Turn a Q_no _T 1 _UQ 


Method 




NCBI bl 


CI Q C A fi 

gioioo^i u 


BLAST score 




E value 


4.0e-29 


Match length 


107 


% identity 


oZ 


NCBI Description 


(UdJ4IoJ uur— glucose aenyarogenase [Glycine iucixj 


Seq. No. 


OAT CLH*1 
ZUlO / / 


Seq. ID 


LIBJU4o-Uzci-Ql-Ll-Al 


Method 


BLASTX 


NCBI GI 


gzyouo4i 


BLAST score 


o c n 


E value 


9 Ho— 91 

z . ue zi 


Match length 


108 


% identity 


44 


NCBI Description 


(Y11250) multi resistance protein [Arabidopsis thaliana 


Seq. No. 


201678 


Seq. ID 


LIB3048-026-Q1-L1-A10 


Method 


BLASTX 


NCBI GI 


g4092526 


BLAST score 


495 


E value 


4.0e-50 


Match length 


140 


% identity 


69 


NCBI Description 


(AF092088) putative ethylene receptor [Citrus sinensis] 


Seq. No. 


201679 


Seq. ID 


LIB3048-026-Q1-L1-A11 


Method 


BLASTX 


NCBI GI 


g2506139 


BLAST score 


169 


E value 


5.0e-12 


Match length 


57 


% identity 


65 


NCBI Description 


COATOMER DELTA SUBUNIT (DELTA-COAT PROTEIN) (DELTA-COP) 



27383 




(ARCHAIN) >giJL314049__emb_CAA91901_ (Z67962) 
archain/delta-COP [Oryza sativa] 



Seq. No. 


201680 


Seq. ID 


LIB3048-026-Q1-L1-A12 


Met - hnH 


RLASTX 


NPRT CT 


a3116212 


t3T,7\ OH"* o rifirp 
DlirtO 1 O t^VJX e 


994 


F, value 

J—J V <_A _i_ d ^ 


1. Oe-26 


LuCLL^ll XCliy L.11 


138 


^ XU.CllL.XL._y 


4 Q 


NCRT Df^rri nt ion 


(AB004797) homeobox gene [Nicotiana tabacura] 


Seq. No. 


201681 


Seq. ID 


LIB3048-026-Q1-L1-A2 


J.1C L. ij. W\-l 


RLASTX 


MPT3T (IT 


rr99?1 0^4 






Hi val He 




lYIcLLwil Xeiiy LM1 


-LOO 


i> lueniity 


77 


NPRT D^^cr* i nt i nn 


(Y127851 MAP kinase I rPetroselinuiri crisDurtil 


Seq. No. 


201682 


Seq. ID 


LIB3048-026-Q1-L1-A4 




RT.A^TX 


MpDT (IT 


rfl £67^7^ 
yioo / j / j 


jDiiiio i score 


9 Q9 


Hj V CI _L LLC 


■ u e o 


i^r^ 4* n i to h 
i v ia t cn lengt n 






DO 






Seq. No. 


201683 


Seq. ID 


LIB3048-026-Q1-L1-A5 


1*1 C LXlvJU. 




LNorsx ox 


rf^R4D9nn 


oLiiio i score 




J_i value 


R De-1 7 


rJai.cn lengun 


ft4 


% lGeiiXlT-y 


01 




fArft0496fn ciiTnilsT* tn TTKTY rArshi Hnnqi «; f h^l i anal 


Seer No 


201684 


Seq. ID 


LIB3048-026-Q1-L1-A9 


Method 


BLASTX 


NCBI GI 


gl708236 


BLAST score 


198 


E value 


1.0e-17 


Match length 


75 


% identity 


59 


NCBI Description 


HYDROXYMETHYLGLUTARYL-COA SYNTHASE (HMG-COA SYNTHASE 



(3-HYDROXY-3-METHYLGLUTARYL COENZYME A SYNTHASE) 

>gi_2129617_pir JC4567 hydroxymethylglutaryl-CoA synthase 

(EC 4.1.3.5) - Arabidopsis thaliana 
>gi_1143390_einb_CAA58763__ (X83882) 

hydroxymethylglutaryl-CoA synthase [Arabidopsis thaliana] 



27384 




>gi_1586548_prf 2204245A hydroxy methylglutaryl CoA 

synthase [Arabidopsis thaliana] 



Seq. No. 


201685 


Seq. ID 


LIB3048-026-Q1-L1-B1 


hnrl 

riC LilUU 


-D-LxriO J. A 








9^7 


F. 1 IIP 


5 Oe-23 


A/I -s 4- 1 Qfi /*»+- V> 

I'iaUUll Xtiliy LI1 


11 


^ xtatsiiux uy 


11 


NPRT FlAqpr "i nt - i on 


( AC00'? SO c i ^ nnfaf i vp nprrnaacp r Ar*ab idor>s is thalianal 


VZ^ VJ * 1\ * 


201686 


Seq. ID 


LIB3048-026-Q1-L1-B10 


Method 


BLASTX 


LNV^lJX O J. 


y .J i J U*± f Q 


DXiriO ± OL>^JXC 


40fi 


j_j value 




M3tr"h 1 PTinthi 


88 


•s iueiiT-XX,y 




LN^ox uesuripLiun 


\ni! U / 11 jO/ ZDu piOtcdoc Icy UldLUiy oUJJUill L |_ uUS oypi U.1U 








9D1 £87 


Seq. ID 


LIB3048-026-Q1-L1-B11 


Method 


BLASTX 


JNCrix CjI 


gzzozoou 


oLAoi score 




E value 


z * ue 1 y 


Diai-cn lengLii 


C5 U 


Q- /«j /~\ t*> 4* *i 4*Tf 

■s laeucmy 




NCBI Description 


[Atu lozi^oj weaK siinixarxEy 10 receptor pronexn Kinase 




r 7\ TaK i H i^s'M o "i o f ha 1 t anal 
[nl aJJIUUUOlo L, lid X X cLilcl J 


Seq. No. 


201688 


Seq. ID 


LIB3048-026-Q1-L1-B12 


Maf Vi f-s /H 
rlcLilUU 


DXixaO X A 


IN^lSX tjX 


y Zfi ^ UU jj 


I3XiH.O i score 




TJ* Tra 1 na 

Hi V CLX U.C 


O < UC ^} X 


^/I ^ +* r*i v» n ^ /^r 4~ V\ 
i v JaLcn icngtii 


1 


t> laenLity 


0 0 


Mr**RT n<^c:r , "r"! r~\f~ i rsr\ 

iNV_,JjX UCOUliUI LOIl 


^YQft^4 A ^ onHn-l 4 — a rrl nranaco fZXr'aV , i"t H/nr** q*i q "hVial i an; 

^ A.-/0 -J *i ft y cliuu X / *a XJCucL y x u. O cti idDc LniajJiuupoio uiicix xcxiic 


ij c; . Vi KJ . 


\j x \j y j 


Seq. ID 


LIB3048-026-Q1-L1-B3 


Method 


BLASTX 


NCBI GI 


g3377797 


BLAST score 


564 


E value 


3.0e-58 


Match length 


141 


% identity 


79 


NCBI Description 


(AF075597) Similar to 60S ribosome protein LI 9; coded 



by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H36046; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 



27385 



R90691 [Ara 



Spo. No. 


201690 


Seq. ID 


LIB3048-026-O1-L1-B4 


Method 


BLASTX 


NCBI GI 


g4104242 


BLAST score 


620 


Ht V CI JL LlC 


9 . Oe-65 




145 




83 




( AF0*-i4? 661 oalmitovl— acvl carrier orote' 




[OUSOV UXUIU ilX X O LA L. UJ.ll J 




-_ U X V -? X 


Seq. ID 


LIB3048-026-Q1-L1-B5 


Method 


BLASTX 


IN UD JL OX 


a4115377 


OXiT-O JL oOUXC 


424 


T** va 1 no 


5 . Oe-42 




108 




74 


\TPT3T naor'yi lrf - ■! 


^ ZiPfl 0 R Q #-i7 1 nnlfnriT*m rrmt"^ i n r Aralri Hons i s 


O " ^ • LM \J • 


201692 


Seq. ID 


LIB3048-026-Q1-L1-B7 


Method 


BLASTX 


NCBI GI 


g477819 


BLAST score 


568 


E value 


1.0e-58 


Match length 


143 


% identity 


75 


NCBI Description 


mitochondrial processing peptidase {EC . 



3.4.99.41) beta 
chain precursor - potato >gi_410634_bbs_136741 cytochrome c 
reductase-processing peptidase subunit II, MPP subunit II, 
P53 [potatoes, var. Marfona, tuber, Peptide Mitochondrial, 
530 aa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201693 

LIB3048-026-Q1-L1-C1 

BLASTX 

g4098521 

501 

8.0e-51 

108 

89 

(U79160) HMG-CoA synthase [Arabidopsis thaliana] 
>gi_4098523 (U79161) HMG-CoA synthase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



201694 

LIB3048-026-Q1-L1-C10 

BLASTX 

g3894159 

161 

5.0e-ll 

~80 
40 



27386 



NCBI Description (AC005312) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201695 

LIB3048-026-Q1-L1-C11 

BLASTX 

g2506139 

277 

1.0e-24 

76 

75 

COATOMER DELTA SUBUNIT (DELTA-COAT PROTEIN) 
(ARCHAIN) >gi_1314049_emb_CAA91901_ (Z67962] 
archain/delta-COP [Oryza sativa] 



(DELTA-COP) 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201696 

LIB3048-026-Q1-L1-C2 

BLASTX 

g627468 

312 

1.0e-28 

124 

53 

hypothetical protein 1 - human >gi_285983_dbj_BAA02799_ 
"(D13635) KIAA0010 [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201697 

LIB3048-026-Q1-L1-C4 

BLASTX 

g2129499 " 

255 

3.0e-22 

74 

72 

fiber protein E6 (clone CKE6-4A) - upland cotton 
>gi_1000086 (U30506) E6 [Gossypium hirsutum] 



Seq. No. 


201698 


Seq. ID 


LIB3048-026-Q1-L1-C6 


Method 


BLASTX 


NCBI GI 


g3763933 


BLAST score 


400 


E value 


5.0e-39 


Match length 


137 


% identity 


74 


NCBI Description 


(AC004450) unknown protein 


Seq. No. 


201699 


Seq. ID 


LIB3048-026-Q1-L1-C7 


Method 


BLASTX 


NCBI GI 


g2827548 


BLAST score 


309 


E value 


2.0e-28 


Match length 


131 


% identity 


44 


NCBI Description 


(AL021635) cytochrome P450 




thaliana] 



- like protein [Arabidopsis 



27387 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201700 

LIB3048-026-Q1-L1-D10 

BLASTN 

g2656024 

52 

3.0e-20 

128 

85 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K15E6 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201701 

LIB3048-026-Q1-L1-D11 

BLASTX 

gl617272 

569 

8.0e-59 

131 

79 

(Z72151) AMP-binding protein [Brassica napus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201702 

LIB3048-026-Q1-L1-D12 

BLASTX 

gl076668 

533 

1.0e-54 

127 

79 

NADH dehydrogenase (EC 1. 
>gi_6 3 9 8 3 4_emb_CAA5 8 8 2 3_ 
[Solanum tuberosum] 



6.99.3) - potato 

(X83999) NADH dehydrogenase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201703 

LIB3048-026-Q1-L1-D2 

BLASTX 

gl361983 

459 

6.0e-46 

129 

72 

ARP protein - Arabidopsis thaliana >gi_886434_emb_CAA89858_ 
(Z49776) ARP protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201704 

LIB3048-026-Q1-L1-D4 

BLASTX 

g4309698 

571 

5.0e-59 
147 
80 

(AC006266) 
thaliana] 



putative glucosyltransferase [Arabidopsis 



Seq. No. 
Seq. ID 



201705 

LIB3048-026-Q1-L1-D5 



27388 



Method 


TDT 7\ O rnv 

rsiiAolA 


NCBI GI 


g3047114 


BLAST score 


439 


E value 


1 . ue-4 J 


Match length 


1 1 Q 

iiy 




/ U 


NCBI Description 


(AF058919) No definition line found [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201706 

LIB3048-026-Q1-L1-D6 

BLASTX 

g3790102 

683 

4.0e-72 

141 

88 

(AF095521) pyrophosphate-dependent phosphof ructokinase 
alpha subunit [Citrus X paradisi] 



Seq. No. 


201707 


Seq. ID 


LIB3048-026-Q1-L1-D8 


Method 


BLASTX 


NCBI GI 


g3451072 


BLAST score 


365 


E value 


7.0e-35 


Match length 


101 


% identity 


64 


NCBI Description 


(AL031326) putative protein 


Seq. No. 


201708 


Seq. ID 


LIB3048-026-Q1-L1-D9 


Method 


BLASTX 


NCBI GI 


g2498706 


BLAST score 


143 


E value 


5.0e-09 


Match length 


42 


% identity 


64 


NCBI Description 


ORIGIN RECOGNITION COMPLEX 



(U40269) at0rc2p [Arabidopsis thaliana] >gi_3236239 
(AC004684) origin recognition complex protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201709 

LIB3048-026-Q1-L1-E1 

BLASTX 

g2231034 

486 

4.0e-49 

116 

80 

(Y12785) MAP kinase I 



[Petroselinum crispum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



201710 

LIB3048-026-Q1-L1-E10 

BLASTX 

g483057 

249 



27389 



E value 
Match length 
% identity 
NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-21 

135 

45 

hypothetical protein (xylB 5 T region) - Butyrivibrio 
fibrisolvens (fragment) >gi_144165 (M55537) 0RF1 
[Butyrivibrio fibrisolvens] 

201711 

LIB3048-026-Q1-L1-E11 

BLASTX 

g4325324 

525 

1.0e-53 

140 
68 

(AF125574) lysyl-tRNA synthetase; LysRS [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201712 

LIB3048-026-Q1-L1-E12 

BLASTN 

g2656025 

41 

9.0e-14 

57 
93 

Arabidopsis thaliana genomic 
MCD7 



DNA, chromosome 5, PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



201713 

LIB3048-026-Q1-L1-E2 

BLASTX 

gl370190 

704 

1.0e-74 

149 

92 

(Z73944) RAB8A [Lotus japonicus] 
201714 

LIB3048-026-Q1-L1-E3 

BLASTX 

gl32944 

618 

1.0e-64 

122 

91 

60S RIBOSOMAL PROTEIN L3 >gi_81658_pir JQ0772 ribosomal 

protein L3 (ARP2) - Arabidopsis thaliana >gi_806279 
(M32655) ribosomal protein [Arabidopsis thaliana] 

201715 

LIB3048-026-Q1-L1-E4 

BLASTX 

g4240207 

180 

3.0e-13 



27390 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



125 
37 

(AB020666) KIAA0859 protein [Homo sapiens] 



201716 

LIB3048-026-Q1-L1-E5 

BLASTX 

g3176708 

270 

1.0e-23 

126 
47 

(AC002392) 
thaliana] 



putative proline-rich protein APG [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201717 

LIB3048-026-Q1-L1-E6 

BLASTX 

gll3116 

485 

6.0e-49 

149 

59 

ATP-CITRATE (PRO-S-) -LYASE (CITRATE CLEAVAGE ENZYME) 

>gi_111396_pir A35007 ATP citrate (pro-S) -lyase (EC 

4.1.3.8) - rat >gi__203490 (J05210) ATP citrate-lyase 
[Rattus norvegicus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201718 

LIB3048-026-Q1-L1-E7 

BLASTX 

g627468 

297 

7.0e-27 

124 

52 

hypothetical protein 1 



- human >gi_285983 dbj BAA02799 



(D13635) KIAA0010 [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201719 

LIB3048-026-Q1-L1-E8 

BLASTN 

g2656024 

38 

7.0e-12 

96 

84 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K15E6 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



201720 

LIB3048-026-Q1-L1-E9 

BLASTX 

g2827711 

627 

1.0e-65 

135 



27391 



II 



% identity 

NCBI Description 



84 

(AL021684) oxoglutarate dehydrogenase - like protein 
[Arabidopsis thaliana] 



Seq. No. 


201721 


Sper ID 


T,TR^04ft-0?fi-O1 -T,1 -Fl 1 


Mp1"hnH 


RT.A^TX 


NPRT 




RLAST qrorp 

J— > J_L£ik_J J. O J- w 


334 


V T7"3 1 no 
J_i VaXuC 






110 
llu 


% identitv 


61 


NCBI Description 


(Y137201 transcrintion factor FArabii 


Seq. No. 


201722 




T,TR^D4 ft -09 fi-D1 -T.I -F9 




RT.A^TY 


IN V_/1J J. uX 


rr9 Q7 ^ ^ 


RT.A^T crnro 


9 QQ 


E value 


4i . ue— z / 


i v la L.CX1 IcilyLn 


119 


•5 luenuiuy 


JJ 




(APOO^^ftO^ nnVnnwn Tir*nt~oi n rZVrshi Hnn^ 


Seq. No. 


201723 


Seq. ID 


LIB3048-026-Q1-L1-F3 




DT 7\QT'V 
Dixfio 1 A 




you jjj / / 


isijiioi score 


9 9 7 


F 17"^ 1 lift 


i O0-1 ft 

J. • L/C ± O 




1 "50 












f* Vi 1 -1 anal 


Seq. No. 


201724 


Seq. ID 


LIB3048-026-Q1-L1-E5 


Method 


BLASTX 


NCBI GI 


gll6923 


BLAST score 


255 


E value 


7.0e-25 


Match length 


122 


% identity 


59 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



COATOMER BETA SUBUNIT (BETA-COAT PROTEIN) (BETA-COP) 

>gi_111414_pir S13520 beta-COP protein - rat 

>gi_55819_emb_CAA40505_ (X57228) beta COP [Rattus 
norvegicus] 

201725 

LIB3048-026-Q1-L1-F6 

BLASTX 

gl856971 

507 

2.0e-51 

110 

88 

(D26058) This gene is specifically expressed at the S phase 



27392 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



during the cell cycle in the synchronous culture of 
periwinkle cells. [Catharanthus roseus] 

201726 

LIB3048-026-Q1-L1-F7 

BLASTX 

g4558664 

314 

7.0e-29 

145 

10 

(AC007063) hypothetical protein [Arabidopsis thaliana] 
201727 

LIB3048-026-Q1-L1-F8 

BLASTX 

g3402693 

158 

1.0e-10 

88 

44 

(AC004 697) unknown protein [Arabidopsis thaliana] 
201728 

LIB3048-026-Q1-L1-G1 

BLASTX 

gl723239 

414 

1.0e-40 

131 
60 

HYPOTHETICAL 35.7 KD PROTEIN C26A3.11 IN CHROMOSOME I 
>gi_1177358_emb_CAA93234_ (Z69240) putative amidohydrolase 
[Schizosaccharomyces pombe] 

201729 

LIB3048-026-Q1-L1-G10 

BLASTX 

g399064 

67 9 

1.0e-71 

134 

94 

ASPARAGINE SYNTHASE (GLUTAMINE-HYDROLYZING) (AS) 

>gi_100980_pir S25165 asparagine synthase 

{ glut amine-hydroly zing) (EC 6.3.5.4) - garden asparagus 
>gi_16076_emb_CAA48141_ (X67958) asparagine synthase 
(glutamine-hydrolysing) [Asparagus officinalis] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



201730 

LIB3048-026-Q1-L1-G3 

BLASTX 

g4455222 

142 

1.0e-08 

82 

40 



27393 



NCBI Description 



(AL035440) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201731 

LIB3048-026-Q1-L1-G4 

BLASTX 

gl361983 

468 

5.0e-47 

131 

73 

ARP protein - Arabidopsis thaliana >gi_886434_emb_CAA8 9858_ 
(Z49776) ARP protein [Arabidopsis thaliana] 



201732 

LIB3048-026-Q1-L1-G5 

BLASTX 

g3687230 

471 

3.0e-47 

132 

70 

(AC005169) hypothetical protein 



[Arabidopsis thaliana] 



201733 

LIB3048-026-Q1-L1-G6 

BLASTX 

gl361983 

563 

4.0e-58 

147 

76 

ARP protein - Arabidopsis thaliana >gi_886434_emb_CAA89858_ 
(Z49776) ARP protein [Arabidopsis thaliana] 

201734 

LIB3048-026-Q1-L1-H1 

BLASTX 

g3176708 

269 

1.0e-23 

104 

53 

(AC002392) putative proline-rich protein APG [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201735 

LIB3048-026-Q1-L1-H10 

BLASTX 

g3789942 

482 

6.0e-4 9 

97 

20 

(AF093505) polyubiquitin [Saccharum hybrid cultivar 
H32-8560] 



Seq. No. 



201736 



27394 



Seq. ID 


LIB3048-026-Q1-L1-H5 


rue uiivju. 


RT.ASTX" 


NCBI GI 


g3123515 


BLAST score 


665 


J_l V Cl J- LLC 


5 1 Oe-70 








QO 


NPRT Dp^rri nt*i on 

\*s U X. i—' O Vw-* J L. £■/ UX Vll 


(Y08761) Mago Nashi-^ 


Qnrr ?tfr\ 
Oti^ • IN • 


901 7^7 


Seer ID 


LIB3048-026-O1-L1-H7 


Method 


BLASTX 




a3560143 


BLAST score 


273 


E value 


5.0e-24 


rid L Oil J.t!ULj LU 








W f* 1 Q T n o "v* n t~» +■ t t^i 

JNL/D-L uescripLion 








OGCJ ♦ JNO • 


901 7"3fi 
£,\J x. too 


k_J " ^ • lu 


LIB3048-026-O1-L1-H8 


Method 


BLASTX 


NCBI GI 


gll70507 


BLAST score 


469 


E value 


5.0e-47 


Match length 


113 


% identity 


80 



NCBI Description 



EUKARYOTIC INITIATION FACTOR 4A-3 (EIF-4A-3) 

>gi_100276_pir S22579 translation initiation factor eIF-4A 

- curled-leaved tobacco >gi_19699_emb_CAA43514_ (X61206) 
nicotiana eukaryotic translation initiation factor 4A 
[Nicotiana plumbaginif olia] 



Seq. No. 


201739 


Seq. ID 


LIB3048-027-Q1-L1-A10 


Method 


BLASTX 


NCBI GI 


gl854581 


BLAST score 


199 


E value 


1.0e-16 


Match length 


67 


% identity 


70 


NCBI Description 


(L24120) peroxidase precurs< 


Seq. No. 


201740 


Seq. ID 


LIB3048-027-Q1-L1-A11 


Method 


BLASTX 


NCBI GI 


g3152576 


BLAST score 


226 


E value 


1.0e-18 


Match length 


119 


% identity 


40 


NCBI Description 


(AC002986) Similar to liver- 



[Linum usitatissimum] 



gb_L27651 from Rattus norviegicus. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



201741 

LIB3048-027-Q1-L1-A3 



27395 



Method BLASTX 

NCBI GI g4185599 

BLAST score 164 

E value 2.0e-ll 

Match length 103 

% identity 43 

NCBI Description (AB010708) Anthocyanin 5-aromatic acyltransf erase [Gentiana 
triflora] 

Seq. No. 201742 

Seq. ID LIB3048-027-Q1-L1-A5 

Method BLASTX 

NCBI GI g3643611 

BLAST score 437 

E value 2.0e-43 

Match length 124 

% identity 71 

NCBI Description (AC005395) putative casein kinase [Arabidopsis thaliana] 

Seq. No. 201743 

Seq. ID LIB3048-027-Q1-L1-A7 

Method BLASTX 

NCBI GI g3790587 

BLAST score 533 

E value 1.0e-54 

Match length 131 

% identity 75 

NCBI Description (AF079182) RING-H2 finger protein RHF2a [Arabidopsis 
thaliana] 

Seq. No. 201744 

Seq. ID LIB3048-027-Q1-L1-A8 

Method BLASTX 

NCBI GI g2243118 

BLAST score 282 

E value 4.0e-25 

Match length 74 

% identity 69 

NCBI Description (Y10984) glutathione synthetase [Brassica juncea] 

Seq. No. 201745 

Seq. ID LIB3048-027-Q1-L1-B1 

Method BLASTX 

NCBI GI g4454052 

BLAST score 144 

E value 6.0e-09 

Match length 89 

% identity 42 

NCBI Description (AL035394) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 201746 

Seq. ID LIB3048-027-Q1-L1-B12 

Method BLASTX 

NCBI GI g2911052 

BLAST score 487 

E value 3.0e-4 9 

Match length 126 




27396 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



75 

(AL021961) putative protein [Arabidopsis thaliana] 
201747 

LIB3048-027-Q1-L1-B2 

BLASTX 

g4455225 

619 

1.0e-64 

141 
75 

(AL035440) putative protein [Arabidopsis thaliana] 
201748 

LIB3048-027-Q1-L1-B3 

BLASTX 

g3600060 

317 

3.0e-29 

93 

67 

(AF080120) contains similarity to protein kinases (Pfam: 
pkinase.hmm, score: 24.94) [Arabidopsis thaliana] 

201749 

LIB3048-027-Q1-L1-B5 

BLASTX 

g2827641 

348 

7.0e-33 

144 

50 

(AL021636) Cytochrome P450-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201750 

LIB3048-027-Q1-L1-B7 

BLASTX 

gll73253 

539 

3.0e-55 

124 

89 

40S RIBOSOMAL PROTEIN S3 >gi_543317_pir S41170 ribosomal 

protein S3 - mouse >gi_57728_emb_CAA35916__ (X51536) 
ribosomal protein S3 (AA 1-243) [Rattus rattus] 
>gi_439522_emb_CAA54167_ {XI 6112) ribosomal protein S3 [Mus 
mus cuius] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



201751 

LIB3048-027-Q1-L1-B8 

BLASTX 

g3426037 

333 

4.0e-31 

122 

30 



27397 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC005168) 
thaliana] 



putative ABC transporter protein [Arabidopsis 



201752 

LIB3048-027-Q1-L1-C1 

BLASTX 

gl30828 

394 

3.0e-38 

122 

65 

PAT HOGENE SIS- RELATE D PROTEIN 1C PRECURSOR (PR-1C) 

>gi_2119762_pir C24620 pathogenesis-related protein lc 

precursor - common tobacco >gi__19958_emb_CAA35666_ (X17681) 
pathogenesis-related protein lb (AA 1-168) [Nicotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201753 

LIB3048-027-Q1-L1-C10 

BLASTX 

gl304227 

404 

1.0e-39 

107 

66 

(D63781) Epoxide hydrolase [Glycine max] 
>gi_2764804_emb_CAA55293_ (X78547) epoxide hydrolase 
[Glycine max] 



Seq. No. 


201754 


Seq. ID 


LIB3048-027-Q1-L1-C11 


Method 


BLASTX 


NCBI GI 


g3158376 


BLAST score 


355 


E value 


7.0e-34 


Match length 


99 


% identity 


71 


NCBI Description 


(AF035385) unknown [Arabidopsis 


Seq. No. 


201755 


Seq. ID 


LIB3048-027-Q1-L1-C12 


Method 


BLASTX 


NCBI GI 


gl399275 


BLAST score 


426 


E value 


3.0e-42 


Match length 


107 


% identity 


78 


NCBI Description 


(U31835) calmodulin-domain prot* 



[Arabidopsis thaliana] >gi_2623752 (AC002329) CDPK6 
(calmodulin-domain protein kinase isoform 6) [Arabidopsis 
thaliana] 

Seq. No. 201756 

Seq. ID LIB3048-027-Q1-L1-C2 

Method BLASTX 

NCBI GI gl26894 

BLAST score 352 



27398 



E value 
Match length 
% identity 
NCBI Description 



2.0e-33 

90 

80 

MALATE DEHYDROGENASE, GLYOXYSOMAL PRECURSOR 

>gi_319832_pir DEPUGW malate dehydrogenase (EC 1.1.1.37) 

precursor, glyoxysomal - watermelon >gi_167284 (M33148) 
glyoxysomal malate dehydrogenase precursor (EC 1.1.1.37) 
[Citrullus vulgaris] 



Seq. No. 


201757 


Seq. ID 


LIB3048-027-O1-L1-C3 


Method 


BLASTX 


NCBI GI 


gl255951 


BLAST score 


480 


E value 


2.0e-48 


Match lencrth 


113 




79 


L» \_/J-> J. UCOUJ LU LXUU 


^A^D^j^; JTOQu {_ LNxOU LxcLIlci LaJjaOUIuj 


Qprr No 


?f)1 7S8 

\J X / JO 


Seq. ID 


T.TR^04ft-fl?7— Ol -T.I -P4 


Method 


BLASTX 


NCBI GI 


g4204265 


BLAST score 


229 


E value 


6.0e-19 


Match length 


121 


% H Honf i tv 
o xvuicii UJ- l> y 


4 B 


NCBI De ^rrint ion 


(APOOS???} 4S64*} rArahiHnnQi q fhsl -i anal 


Seq. No. 


201759 


Sea TD 


iilDJUiO VJ^. / ^X XjX k^O 


Mpt* hnfi 


OXLTVO X /V 


NCBI GI 


a4490732 


BLAST score 


233 


E value 


2.0e-19 


Match length 


101 


% "i d^nt" 1 t* v 

O XUC11 L. -J- L._y 


*J X 


NCBI De sprint i on 


^riiiUJ >J f \J j J JJJIUopilUfciilvJxpYx U Va Lc CdUjOXyKXIlaSc 




pLuuciU |_iT.x ctijxv^iO^Jo X o uilclx lalla J 




9D1 7£D 






Method 


BLASTX 


NCBI GI 


g4432844 


BLAST score 


191 


E value 


1.0e-14 


Match length 


104 


% identity 


39 


NCBI Description 


(AC006283) unknown protein [Arabidopsis thai: 


Seq. No. 


201761 


Seq. ID 


LIB3048-027-Q1-L1-C7 


Method 


BLASTX 


NCBI GI 


g3947733 


BLAST score 


425 


E value 


7.0e-42 


Match length 


144 



27399 



% identity 

NCBI Description 



58 

(AJ009719) 



NL25 [Solanum tuberosum] 



Sea. No. 


201762 


Sea ID 


LIB3048-027-Q1-L1-C9 


Method 


BLASTX 


NCBI GI 


g2961372 


BLAST score 


535 


E value 


6.0e-55 


M;3tT*h 1 p - nn , 1~Vi 


109 


% identitv 


92 




fAL022141} outative ribosomal orotein L8 r Arabidopsis 




thaliana] >gi 3036817 emb CAA18507 (AL022373) ribosomal 




protein L2 [Arabidopsis thaliana] 


Seq. No. 


201763 


Seq. ID 


LIB3048-027-Q1-L1-D1 


Method 


BLASTX 


NCBI GI 


a2995953 


BLAST score 


225 


E value 


2.0e-18 


M^tph 1 PTirrth 

LICl C<vril -X. V-^XIV^ Lll 


61 




74 


NCBT Description 


(AF053565) glutaredoxin I [Mesembryanthemum crystallinum] 


Sea No 


201764 


Seq. ID 


LIB3048-027-Q1-L1-D10 


Method 


BLASTX 


NCBI GI 


a4490732 


RT.AST qrnrp 


154 


F! va 1 hp 

i_> v a _x_ lx \3 


2 . 0e-10 


Ma It 1 hi 1 PTKrhl"! 

1 J.GL U> v^-Xl XCllM Ull 


55 




62 


LNUDl C O O -I LUUJ-Uli, 


fAT.n*3R70Q} nhn«?nbripnnlnurnv3l"p r*a r^hnx vki na (ATP1 — like 




protein [Arabidopsis thaliana] 


Seq. No. 


201765 


Seq. ID 


LIB3048-027-Q1-L1-D11 


Method 


BLASTX 


NCBI GI 


g765203 


BLAST score 


244 


E value 


8.0e-21 


Match length 


64 



% identity 72 

NCBI Description (S73865) linoleate: oxygen oxidoreductase, lipoxygenase, LOX 
{EC 1.13.11.12} [Solanum tuberosum, cv. Desiree, roots, 
Peptide, 857 aa] [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201766 

LIB3048-027-Q1-L1-D12 

BLASTX 

g3492803 

260 

1.0e-22 

110 

51 

(AJ002479) ENBP1 [Medicago truncatula] 



27400 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201767 

LIB3048-027-Q1-L1-D3 

BLASTX 

gl709498 

528 

5.0e-54 

120 

79 

OSMOTIN-LIKE PROTEIN OSM34 PRECURSOR 

>gi_1362001_pir S57524 osmotin precursor 

thaliana >gi_887390_emb_CAA61411__ (X8 9008) 
[Arabidopsis thaliana] 



- Arabidopsis 
osmotin 



201768 

LIB3048 

BLASTX 

g729668 

339 

8.0e-32 

78 
86 

HISTONE 
drought 
(U01890 



■027-Q1-L1-D5 



HI >gi__2147479__pir S65059 histone HI, 

-inducible - Lycopersicon pennellii >gi_436823 
) Solanum pennellii histone HI [Solanum pennellii] 



201769 

LIB3048-027-Q1-L1-D8 

BLASTX 

g2506139 

296 

8.0e-27 

77 

78 

COATOMER DELTA SUBUNIT (DELTA-COAT PROTEIN) (DELTA-COP) 
(ARCHAIN) >gi_1314049_emb_CAA91901_ (Z67962) 
archain/delta-COP [Oryza sativa] 

201770 

LIB3048-027-Q1-L1-D9 

BLASTX 

g2244759 

481 

1.0e-48 

117 

71 

(Z97335) selenium-binding protein [Arabidopsis thaliana] 
201771 

LIB3048-027-Q1-L1-E1 

BLASTX 

g2996096 

653 

1.0e-68 

125 

99 

(AF030517) translation elongation factor-1 alpha; EF-1 



27401 



alpha [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201772 

LIB3048-027-Q1-L1-E6 

BLASTX 

g82131 

363 

7.0e-35 

94 

73 

beta-glucanase (EC 3.2.1.-) precursor - curled-leaved 
tobacco (fragment) >gi_829281_emb_CAA30261_ (X07280) 
beta-glucanase [Nicotiana pluinbagini folia] 

201773 

LIB3048-027-Q1-L1-E7 

BLASTX 

g2462746 

526 

9.0e-54 

121 

80 

(AC002292) Similar to ATP-citrate-lyase [Arabidopsis 
thaliana] 



Seq. No. 


201774 


Seq. ID 


LIB3048-027-Q1-L1-E8 


Method 


BLASTX 


NCBI GI 


g3123745 


BLAST score 


240 


E value 


2.0e-20 


Match length 


68 


% identity 


69 


NCBI Description 


(AB013447) aluminum- induced [Brassica 


Seq. No. 


201775 


Seq. ID 


LIB3048-027-Q1-L1-F1 


Method 


BLASTX 


NCBI GI 


gl402912 


BLAST score 


475 


E value 


8.0e-48 


Match length 


113 


% identity 


79 


NCBI Description 


(X98317) peroxidase [Arabidopsis thai: 


Seq. No. 


201776 


Seq. ID 


LIB3048-027-Q1-L1-F10 


Method 


BLASTX 


NCBI GI 


g3334147 


BLAST score 


303 


E value 


1.0e-27 


Match length 


86 


% identity 


65 


NCBI Description 


ENDOCHITINASE 1 PRECURSOR >gi_1469788 




chitinase [Gossypium hirsutum] 


Seq. No. 


201777 



27402 



II 



Seq. ID 


LIB3048-027-Q1-L1-F11 


Method 


BLASTX 


NCBI GI 


g2129798 


BLAST score 


317 


E value 


2.0e-29 


Match length 


93 


% identity 


67 


NCBI Description 


pathogenesis-related protein la homolog precursor - rape 




>gi 722274 (U21849) PR-la [Brassica napus] >gi 1575758 




(U70666) pathogenesis-related protein PR1 [Brassica napus] 


Seq. No. 


201778 


Seq. ID 


LIB3048-027-Q1-L1-F3 


Method 


BLASTX 


NCBI GI 


g2388585 


BLAST score 


597 


E value 


4.0e-62 


Match length 


142 


% identity 


86 


NCBI Descrintion 


(AC000098) Similar to Caenorhabditis unknown protein 




T03F1.1 (gb U88169) . [Arabidopsis thaliana] 


Seer. No . 


201779 


Seq. ID 


LIB3048-027-Q1-L1-F5 


Method 


BLASTX 


NCBI GI 


g3924597 


BLAST score 


237 


E value 


7.0e-20 


Match lencrth 


141 




34 


NCBI Description 


(AF069442) putative oxidoreductase [Arabidopsis thaliana] 


l_> \Z . LNU i 


201780 


Seq. ID 


LIB3048-027-Q1-L1-F6 


Method 


BLASTX 


NCBI GI 


g4206122 


BLAST score 


463 


E value 


2. Oe-46 


Match length 


141 


% identity 


62 


NCBI Description 


(AF097 667) protein phosphatase 2C homolog [Mesembryanthemum 




crystallinum] 


Sea. No. 


201781 


Seq. ID 


LIB3048-027-Q1-L1-F7 


Method 


BLASTX 


NCBI GI 


g3451072 


BLAST score 


271 


E value 


6. 0e-24 


Match length 


78 


% i de^nt 1 1* v 


59 


NCBI Description 


(AL031326) putative protein [Arabidopsis thaliana] 


Seq. No. 


201782 


Seq. ID 


LIB3048-027-Q1-L1-F8 


Method 


BLASTX 


NCBI GI 


g4539400 



27403 



BLAST score 


422 


E value 


9.0e-42 


Matph T pnath 


104 


Sr n Hpn1~ i i~v 


77 


NCBI Descriotion 


(AL035526) putative protein [Arabidopsis thaliana] 


Spa No 


201783 


Seq. ID 


LIB3048-027-Q1-L1-G1 


Method 


BLASTX 


NCBI GI 


g3492803 


BLAST score 


319 


E value 


2.0e-29 


Matph Ipnath 


106 


?; "1 Hpirh 1 t" V 


58 


NCBI Description 


(AJ002479) ENBP1 [Medicago truncatula] 


Spo> No. 


201784 


Seq. ID 


LIB304 8-027-Q1-L1-G10 


Method 


BLASTX 


NCBI GI 


g2342724 


BLAST score 


337 


E value 


1.0e-31 


Mr5"t"ph 1 pnath 

J. 1Q O Vll _1_ \^ 1 1 Lll 


126 




67 


NCRT Dp sp ti r>1~ i on 


(AP00?341} unknown nrotpin TArabidoosis thalianal 


O tr L£ • is vj • 


Z. W -L / O J 


Sea ID 


LIB304 8-027 -01-L1-G11 


Method 


BLASTX 


NCBI GI 


g2286153 


BLAST score 


539 


F. va 1 hp 

X_l V UXLIC 


2 0e-55 


M?*1-pn 1 ^nnfh 

1. J. a i~ 


112 


o J_ (wLtSll 1 — L 




NCBI Description 


(AF007581) cytoplasmic malate dehydrogenase [Zea mays] 


Spa No 


201786 


Seq. ID 


LIB3048-027-Q1-L1-G12 


Method 


BLASTX 


NCBI GI 


g3687223 


BLAST score 


376 


F> valup 

X_> V Cx .1- ^ 


3 0e-36 


Maf~oVi Ton n"f~ Vi 
j. la. l. v_,j.i icily un 


124 




66 


NCBI Description 


(AC005169) hypothetical protein [Arabidopsis th.ali_3.na] 


Spa Mo 


201787 


Sea. ID 


LIB3048-027-O1-L1-G4 


Method 


BLASTX 


NCBI GI 


gl345930 


BLAST score 


364 


E value 


3.0e-35 


Match length 


81 


% identity 


86 


NCBI Description 


CYSTEINE SYNTHASE CHLOROPLAST PRECURSOR (O-ACETYLSERINE 



SULFHYDRYLASE) (O-ACETYLSERINE (THIOL) -LYASE) (CSASE) 
>gi_602331_emb_CAA56594_ (X80377) O-acetylserine (thiol) 



27404 



lyase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201788 

LIB3048-027-Q1-L1-G5 

BLASTN 

g3241927 

44 

2.0e-15 

212 

83 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MTE17, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201789 

LIB3048-027-Q1-L1-G8 

BLASTX 

g399333 

271 

4.0e-24 

75 

73 

CYSTEINE SYNTHASE CHLOROPLAST PRECURSOR (O-ACETYLSERINE 
SULFHYDRYLASE) (O-ACETYLSERINE (THIOL) -LYASE) (CSASE) 

>gi_322740_pir A43407 cysteine synthase (EC 4.2.99.8) 

precursor - pepper >gi_17944_emb_CAA4608 6_ (X64874) 
O-acetylserine (thiol) -lyase [Capsicum annuum] 

201790 

LIB3048-027-Q1-L1-G9 

BLASTX 

gll74592 

614 

3.0e-64 

117 

99 

TUBULIN ALPHA- 1 CHAIN >gi_2119270_pir S60233 alpha-tubulin 

- garden pea >gi_525332 (U12589) alpha-tubulin [Pisum 
sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201791 

LIB3048-027-Q1-L1-H1 

BLASTX 

g4337189 

185 

3.0e-29 
105 
63 

(AC006403) 
thaliana] 



putative calmodul in-binding protein [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



201792 

LIB3048-027-Q1-L1-H10 

BLASTX 

g4263709 

165 

2.0e-ll 

37 



27405 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



76 

(AC006223) unknown protein [Arabidopsis thaliana] 
201793 

LIB3048-027-Q1-L1-H11 

BLASTX 

gl766046 

529 

3.0e-54 ^ 

114 

86 

(U81993) NAD+ dependent isocitrate dehydrogenase subunit 1 
[Arabidopsis thaliana] 

201794 

LIB3048-027-Q1-L1-H12 

BLASTX 

g2316016 

310 

2.0e-28 

118 

54 

(U92650) MRP-like ABC transporter [Arabidopsis thaliana] 
201795 

LIB3048-027-Q1-L1-H3 

BLASTX 

g2462756 

431 

1.0e-42 

136 

66 

(AC002292) putative receptor kinase [Arabidopsis thaliana] 
201796 

LIB3048-027-Q1-L1-H6 

BLASTX 

g464849 

499 

8.0e-51 

103 

94 

TUBULIN ALPHA CHAIN >gi_486847_pir S36232 tubulin alpha 

chain - almond >gi_20413_emb_CAA47635_ (X67162) 
alpha-tubulin [Prunus dulcis] 

201797 

LIB3048-027-Q1-L1-H7 

BLASTX 

g3044212 

669 

2.0e-70 

143 
91 

(AF05704 3) acyl-CoA oxidase [Arabidopsis thaliana] 



Seq. No. 



201798 



27406 



Sea ID 


LIB3048-027- 


Mp +- In oH 


RT.ASTX 


NCBI GI 


g2213619 


BLAST score 


252 


"P 1 TT3 1 no 
Hi v d-L U.C 




i. v icLLv_^ii J_tsny L-ii 


1 19 

1 Jc 








(AC000103) 


oeq. 1NO * 




Sprr Tn 


LIB3048-028 


Mpthod 


BLASTX 


I 1 * ^i_> -L VJ JL 


CT 2827546 


BLAST score 


320 


E value 


1.0e-29 




126 


lUCll L-L L. y 


4fi 


TvT T3 T T""\ £^ o v t T-\ "I - n /**s t^i 

ino-dx UcSCiiption 


/ AT f|91 ^ 




1— J. 1UX X Ul 1U J 


uct^t LNtJ • 


9fi1 son 

Z.U 10UU 


uC^ji J.L? 


LTR3048-028 


Liu LllwVi 


BLASTX 




y o i j / o 


BLAST score 


366 


E value 


4.0e-35 


TyT—i 4- (— «Vs "1 caTi /T"} - Vi 

rJaLCn lcligtli 


1 94 

X^ *t 


^ laentiLy 


^7 


NCBI Description 


\ fiv^ u u z y 0 0 ) 






C d /^r Kirs 
ocCJ. JNO • 


ZU10U1 


Cp.pT T T) 
JCVj • -L U 


T.TR^D4fi-n9ft 

XiXIj.J\J*±0 


Method 


BLASTX 


NCBI GI 


g!174592 


BLAST score 


631 


E value 


3.0e-66 


Match length 


118 


% identity 


100 



027-Q1-L1-H9 



F21J9.14 [Arabidopsis thaliana] 



cytochrome P450 like protein [Arabidopsis 



028-Q1-L1-A11 



Similar to liver-specific transport protein 
rom Rattus norviegicus. [Arabidopsis thaliana] 



028-Q1-L1-A12 



NCBI Description 



TUBULIN ALPHA- 1 CHAIN >gi_211927 0_pir S60233 alpha-tubulin 

- garden pea >gi_525332 (U12589) alpha-tubulin [Pisum 
sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



201802 

LIB3048-028-Q1-L1-A2 

BLASTX 

g3264767 

242 

2.0e-20 

123 

42 

(AF071893) AP2 domain containing protein [Prunus armeniaca] 
201803 

LIB3048-028-Q1-L1-A8 

BLASTX 

g4138265 



27407 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



416 

3.0e-41 

91 

88 

(AJ006228) Avr9 elicitor response protein [Nicotiana 
tabacum] 



oeq • in(j . 


201804 




LIB304 8-028-O1-L1-B1 




.DloriO J- A. 


KIPHT HIT 






310 


Hi V d-L 


2 . Oe-28 


Match length 


116 


% identity 


59 


NCBI Description 


(AC004557) F17L21.11 [Arabidop 


Seq. No. 


201805 


Seq. ID 


LIB3048-028-Q1-L1-B10 


Method 


BLASTX 


NCBI GI 


gl076668 


BLAST score 


501 


E value 


7.0e-51 


Match length 


122 


% identity 


77 


NCBI Description 


NADH dehydrogenase (EC 1.6.99. 



>gi_6 3 9 8 3 4_emb_CAA5 8 8 2 3_ 
[Solanum tuberosum] 



(X83999) NADH dehydrogenase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201806 

LIB3048-028-Q1-L1-B12 

BLASTX 

g4580575 

490 

1.0e-49 

127 
70 

(AF082176) auxin response factor 9 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201807 

LIB3048-028-Q1-L1-B2 

BLASTX 

g483057 

166 

8.0e-12 

68 

47 

hypothetical protein (xylB 5 r region) - Butyrivibrio 
fibrisolvens (fragment) >gi_144165 (M55537) ORF1 
[Butyrivibrio fibrisolvens] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



201808 

LIB3048-028-Q1-L1-B3 

BLASTX 

g2194118 

202 

7.0e-16 



27408 



Lid 1— . Wl A l— A A 


97 


o x uc iii-XLy 


40 


NCBI DescriDtion 


(AC002062) F20P5.4 gene pro< 


Qprr Ma 


201809 


Seq. ID 


LIB3048-028-Q1-L1-B4 


Mpf"hod 


BLASTX 


NCBI GI 


g4522005 


BLAST score 


150 


E value 


6.0e-10 


M^^pVl lf i TICT"t"H 


97 


S- -i Hpnt" "i 1~ v 
o luciiLX u y 


31 


KIPRT riA<!pr i nt* i on 


(AC007069) putative reverse 




thaliana] 


Sea No 


201810 


Seq* ID 


LIB3048-028-Q1-L1-B5 


Method 


BLASTX 


NCBI GI 


gl619300 


BLAST score 


180 


R value 


3. Oe-13 




46 




76 


NCBI DescriDtion 


(X95269) LRR protein [Lycop 




201811 


t_> C sJ » JL !■/ 


LIB3048-028-Q1-L1-B7 


Method 


BLASTX 


NCBI GI 


g2230757 


BLAST score 


283 


Hj V QlUC 


2 Oe-25 




97 




60 


NCBI DescriDtion 

LM *w J—* J- I-/ u -X- k-» -1- ^/ X X 


(Y11969) dnaJ-like protein 




201812 


Seq. ID 


LIB3048-028-Q1-L1-C1 


J. UC 


BLASTX 


NCBT GT 


a2281115 


BLAST score 


446 


E value 


1.0e-44 




1 02 




84 




fAC002330^ Dutative cullin— 




thaliana] 




201813 


Sea. ID 


LIB3048-028-Q1-L1-C11 


Method 


BLASTX 


NCBI GI 


g2435511 


BLAST score 


181 


E value 


2. Oe-13 


Match length 


57 



gene product [Arabidopsis thaliana] 



[Arabidopsis 



% identity 

NCBI Description 



60 

(AF024504) contains similarity to prolyl 4-hydroxylase 
alpha subunit [Arabidopsis thaliana] 



27409 





201814 


Sea ID 


LIB3048-028-Q1-L1-C12 


Mpthon 


BLASTX 


JLM \s ID -L Ul 


a4512018 


BLAST score 


216 


E value 


2.0e-17 


i 1CL I— 1 ICll^ 111 


58 


& i Hf^irf" "i +■ ^7 

O _L <wlCii 1 — L L y 


72 


MfRT Pld <3 r™" r* "i r*»"h i rsn 


f AF1 Ofifififn mRNA bindina Drotein orecursor rLvcooers 




esculentum] 




6U1U1J 


Spa ID 


LIB3048-028-O1-L1-C3 




BLASTX 


NCBI GI 


g3128209 


BliAST score 


319 


j_* venue 


7 * 0e-30 


L la. L. Oil lCliy Lil 


85 


15 JLUtill ui uy 






(AC004077) unknown orotein TArabidoosis thaliana] 


Q^/r Kin 
oeq • 1NO • 












NCBI GI 


gl709498 


BLAST score 


443 


E value 


4.0e-44 


Match length 


97 


% identity 


81 


NCBI Description 


OSMOTIN-LIKE PROTEIN OSM34 PRECURSOR 



>gi_1362001_pir S57524 osmotin precursor 

thaliana >gi_887390_emb_CAA61411_ (X89008) 
[Arabidopsis thaliana] 



- Arabidopsis 
osmotin 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201817 

LIB3048-028-Q1-L1-C6 

BLASTX 

g2462762 

151 

4.0e-13 

77 
53 

(AC002292) Highly similar to auxin- induced protein 
(aldo/keto reductase family) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201818 

LIB3048-028-Q1-L1-C9 

BLASTX 

g4138265 

282 

3.0e-25 

66 

68 

(AJ006228] 
tabacum] 



Avr9 elicitor response protein [Nicotiana 



Seq. No. 



201819 



27410 



Seq. ID 


LIB3048-028-Q1-L1-D10 


Method 


BLASTX 


NCBI GI 


g4337189 


BLAST score 


563 


E value 


3.0e-58 


Match length 


121 


% identity 


86 


NCBI Description 


(AC006403) putative calmodulin-binding protein [A] 




thaliana] 


Seq. No. 


201820 


Seq. ID 


LIB3048-028-Q1-L1-D11 


Method 


BLASTX 


NCBI GI 


gl279654 


BLAST score 


407 


E value 


7.0e-40 


Match length 


124 


% identity 


67 


NCBI Description 


(X97351) peroxidase [Populus balsamif era subsp. 




trichocarpa] 


Seer. No. 


201821 


Seq. ID 


LIB3048-028-Q1-L1-D12 


Method 


BLASTX 


NCBI GI 


g2739381 


BLAST score 


270 


E value 


7.0e-24 


Match lencrth 


94 


S; -i He^nl" if" v 


59 


NCBI Description 


(AC002505) putative patatin [Arabidopsis thaliana 


O C ^ . i-N * 


201822 


Seq. ID 


LIB3048-028-Q1-L1-D3 


Method 


BLASTX 


NCBI GI 


g2244792 


BLAST score 


322 


E value 


5.0e-30 


Match lencrth 


81 


% i dent it v 


77 


NCBI Description 


(Z97336) ankyrin homolog [Arabidopsis thaliana] 


cpcr No 


201823 


Seq. ID 


LIB3048-028-Q1-L1-D6 


Method 


BLASTX 


NCBI GI 


g3641837 


BLAST score 


443 


E value 


4.0e-44 


Match length 


134 


% identity 


70 


NPRT Dp^trri nt i on 


(AL023094) Nonclathrin coat protein gamma - like 




[Arabidopsis thaliana] 


Seq. No. 


201824 


Seq. ID 


LIB3048-028-Q1-L1-D7 


Method 


BLASTX 


NCBI GI 


gl707857 


BLAST score 


524 



27411 



o 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-53 

109 

89 

(Y09291) obtusifoliol 14-alpha-demethylase [Triticum 
aestivum] 

201825 

LIB3048-028-Q1-L1-D9 

BLASTX 

g3128168 

284 

2.0e-25 

112 

47 

(AC004521) putative carboxyl-terminal peptidase 
[Arabidopsis thaliana] 

201826 

LIB3048-028-Q1-L1-E1 

BLASTX 

g2435395 

174 

5.0e-23 

67 

87 

(U63550) pectate lyase [Fragaria x ananassa] 
201827 

LIB3048-028-Q1-L1-E10 

BLASTX 

g2462756 

403 

2.0e-39 

122 

68 

(AC002292) putative receptor kinase [Arabidopsis thaliana] 
201828 

LIB3048-028-Q1-L1-E11 

BLASTX 

g4098128 

629 

7.0e-66 

136 
88 

(U73588) sucrose synthase [Gossypium hirsutum] 
201829 

LIB3048-028-Q1-L1-E2 

BLASTX 

gl706918 

290 

4.0e-26 

115 

45 

FLAVONOL SULFOTRANSFERASE-LIKE >gi_4 98647 (U10277) 
sulfotransf erase-like flavonol [Flaveria bidentis] 



27412 r 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201830 

LIB3048-028-Q1-L1-E9 

BLASTX 

g2642158 

284 

1.0e-25 

94 

60 

(AC003000) hypothetical protein [Arabidopsis thaliana] 
201831 

LIB3048-028-Q1-L1-F1 

BLASTX 

gll29145 

490 

1.0e-49 

110 

85 

(X75329) acetyl-CoA C-acyltransf erase [Mangifera indica] 
201832 

LIB3048-028-Q1-L1-F12 

BLASTX 

g3834309 

351 

3.0e-33 

110 

55 

(AC005679) Strong similarity to glycoprotein EP1 gb_L16983 
Daucus carota and a member of S locus glycoprotein family 
PF_00954. ESTs gb_F13813, gb_T21052, gb_R30218 and 
gb__W43262 come from this gene. [Arabidopsis thaliana] 

201833 

LIB3048-028-Q1-L1-F2 

BLASTX 

g2622920 

238 

4.0e-20 

108 

43 

(AE000933) dTDP-glucose 4, 6-dehydratase [Methanobacterium 
thermoautotrophicum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201834 

LIB3048-028-Q1-L1-F8 

BLASTX 

g4566614 

518 

7.0e-53 

130 

76 

(AF112887) actin depolymerizing factor [Populus alba x 
Populus tremula] 



Seq. No. 



201835 



27413 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3048-028-Q1-L1-G1 

BLASTX 

g82131 

354 

1.0e-33 

91 
74 

beta-glucanase (EC 3,2. 1.-) precursor - curled-leaved 
tobacco (fragment) >gi_829281_emb_CAA30261__ (X07280) 
beta-glucanase [Nicotiana plumbaginif olia] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201836 

LIB3048-028-Q1-L1-G10 

BLASTX 

gl361983 

417 

4.0e-41 

115 

72 

ARP protein - Arabidopsis thaliana >gi_886434_emb_CAA89858_ 
(Z49776) ARP protein [Arabidopsis thaliana] 



Seq. No. 


ZUloo / 


Seq. ID 


LIB3048-028-Q1-L1-G11 


Method 


BLASTX 


NCBI GI 


g4102703 


BLAST score 


164 


E value 


2. Oe-11 


Match length 


71 


% identity 


ju 


NCBI Description 


(AF015274) ribulose-5-phosphate-3-epimerase 




thaliana] 


Seq. No. 


201838 


Seq. ID 


LIB3048-028-Q1-L1-G2 


Method 


BLASTX 


NCBI GI 


g3158376 


BLAST score 


390 


E value 


7.0e-38 


Match length 


110 


% identity 


73 


NCBI Description 


(AF035385) unknown [Arabidopsis thaliana] 


Seq. No. 


201839 


Seq. ID 


LIB3048-028-Q1-L1-G3 


Method 


BLASTX 


NCBI GI 


g2290683 


BLAST score 


351 


E value 


2.0e-33 


Match length 


76 


% identity 


83 


NCBI Description 


(AF000136) basic cellulase [Citrus sinensis] 


Seq. No. 


201840 


Seq. ID 


LIB3048-028-Q1-L1-G4 


Method 


BLASTX 


NCBI GI 


gl362003 



[Arabidopsis 



27414 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272 

3.0e-24 

96 

60 

protein phosphatase 2A B regulatory chain 55K - Arabidopsis 
thaliana >gi_710330 (U18129) 55 kDa B regulatory subunit of 
phosphatase 2A [Arabidopsis thaliana] 



Seq. No. 




Seq. ID 


LIB3048- 


Method 


BLASTX 


NCBI GI 


gbu o\J 1 4 


BLAST score 


4 6 I 


£j value 




Match length 


134 


% identity 


58 


NCBI Description 


(U18197) 


Seq. No. 


201842 


Seq. ID 


LIB3048- 


Method 


BLASTX 


NCBI GI 


g!703200 


BLAST score 


606 


E value 


3.0e-63 


Match length 


124 


% identity 


93 


NCBI Description 


PROTEIN 



028-Q1-L1-G6 



ASE AFC 2 >gi_601789 (U16177) protein kinase 
[Arabidopsis thaliana] >gi_642130_dbj_BAA08214_ (D45353) 
protein kinase [Arabidopsis thaliana] 

>gi_4220516__emb_CAA22989_ (AL035356) protein kinase (AFC2) 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201843 

LIB3048-028-Q1-L1-G8 

BLASTX 

g4567095 

385 

2.0e-37 

103 

65 

(AF129516) fertilization-independent endosperm protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201844 

LIB3048-028-Q1-L1-G9 

BLASTX 

g!666096 

271 

6.0e-24 

103 

53 

( Y0 9 1 1 3 ) dioxy gena s e 



[Marah macrocarpus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



201845 

LIB3048-028-Q1-L1-H1 

BLASTX 

g2583128 



27415 




BLAST score 


437 


J_i V d _L UC 




1'io.L.L-ii ltJIlLjL.il 


111 


is luentity 


/ 




v/iuuuz jo / j nypoL.neL.xcax protein Li^raxjxciopsxs cnaxxanaj 


Oc(j • ViO • 


901 




T.TR^04 ft -09 ft -HI -T,1 - HI 0 

lilDJUiy UZ.Q IjX 111 U 


Mpthori 


RT.A^TY 


NCBI GI 


g!483230 


BLAST score 


376 


S-i value 




Ma ■h/"* 1*1 1 n"h Vi 
Lid tvii icily l.ii 


i on 

X u u 


15 JLvJltSIlL-Xty 


8 1 

0 X 


NCBI Descrint - ion 


\ Z\ ^ ^ U J ^ / LiflUOl piULClll [DCLU1Q LJ eilLXLLl CL J 




901 PA7 


JCVJ • X L/ 


T.TR^Od ft-09 8-f>1 — T 1 -H9 
iiiDju'io uio ^x iix nz. 


Method 




NCBI GT 


rrl ^867 




460 


E value 


4.0e-46 


Match length 


108 


% iueni.iL.y 


a 1 




4lUo KXJDUoUL v I/iXj rKvJiklJN oil ->gi pir olDD / / riDOSOITiaj 




protein oil — maize >gi ^.z4/u emD LAAoy4oo (Xooyb/) 




riDosoniai protein oil [/tea inaysj 


oeq. no. 


9 n 1 Q A Q 


Ocij. 1JJ 


LIdjU^ 0 UZo Ul XiX ri*± 




Duno x /i. 


NCBI GI 


gl495251 


BLAST score 


282 


Hi VdlUC 


1 Ho — 9 R 

o ♦ ue z o 


1 id L, Oil leiiy L.I1 


11^ 


i> iu.ei]XiL.y 


R9 




lii/uoi^^ neat-snocK protein [Arduiuopsis tznananaj 


oeq. NO . 


o n 1 Q A Q 

zu io4 y 


q Arr jn 


XiXOsjUfi O U^o Li no 


11C L.11LJH 


OlLTlO 1 A. 


NORT GT 

LiVDl vJX 


rr4 1 ft SI 49 


BLAST score 


289 


E value 


3.0e-26 




70 
/ U 


i> xcienxxcy 


77 


inudj. uescription 


(AC005724) putative DNA repair and recombination protein 




tne oiNrz xaiLiixy [.Hraoiaopsis unananaj 




o o i q c n 




T TU^ 0 4 P — 09 fi— Pi1 — T 1 — HQ 

XiX do u 4 o uz o yi lii riy 




ID JJilU X /\ 


NCBI GI 


g3152605 


BLAST score 


197 


E value 


3.0e-15 


Match length 


98 


% identity 


45 



27416 



II 



NCBI Description (AC004482) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201851 

LIB3048-029-Q1-L1-A10 

BLASTX 

g2129550 

566 

2.0e-58 

126 

84 

calcium-dependent protein kinase (EC 2.7.1.-) CDPK6 - 

Arabidopsis thaliana >gi_2129554_pir S71901 

calcium- dependent protein kinase 6 - Arabidopsis thaliana 
>gi_836940 (U20623) calcium-dependent protein kinase 
[Arabidopsis thaliana] >gi_836944 (U20625) 
calcium-dependent protein kinase [Arabidopsis thaliana] 
>gi_4454034_emb_CAA23031.1_ (AL035394) calcium-dependent 
protein kinase (CDPK6) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201852 

LIB3048-029-Q1-L1-A11 

BLASTX 

gl352683 

456 

1.0e-45 

128 

64 

PROTEIN PHOSPHATASE 2C PPH1 (PP2C) >gi_995839 (U34803) 
protein phosphatase homolog [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201853 

LIB3048-029-Q1-L1-A12 

BLASTX 

g3242720 

365 

6.0e-35 

117 

55 

(AC003040) 
thaliana] 



putative acetone-cyanohydrin lyase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201854 

LIB3048-029-Q1-L1-A3 

BLASTX 

g2281115 

652 

1.0e-68 

135 

90 

(AC002330) 
thaliana] 



putative cullin-like 1 protein [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



201855 

LIB3048-029-Q1-L1-A5 

BLASTX 

g548488 

501 



27417 



E value 
Match length 
% identity 
NCBI Description 



8.0e-51 

139 
63 

POLYGALACTURONASE PRECURSOR (PG) (PECTINASE) >gi_166325 
(L12019) polygalacturonase [Actinidia deliciosa] 



Seq. No. 


zUioo b 


Seq. ID 


L1BJU4 o _ Uiy- Ql -LI — £10 


Method 


BLASTX 


NCBI GI 


go4ouo 4^: 


BLAST score 


lyu 


E value 


2 . Oe-14 


Matcn lengtn 


0 J 


% identity 


a o 
bZ 


NCBI Description 


(AFUoU4oo) mitogen a< 




sativa] 


Seq. No. 


O A 1 OCT 

201857 


Seq. ID 


LIB3048-029-Q1-L1-A7 


Method 


BLASTX 


NCBI GI 


1 TAT IT 1 

gl70753 


BLAST score 


509 


E value 


9.0e-52 


Match length 


109 


% identity 


80 


NCBI Description 


(M95819) initiation : 




aestivum] 


Seq. No. 


201858 


Seq. ID 


LIB3048-029-Q1-L1-A8 


Method 


BLASTX 


NCBI GI 


g2911059 


BLAST score 


415 


E value 


1 . 0e-4u 


Match length 


115 


% identity 


H 1 
/ 1 


NCBI Description 


(AL021961) putative ] 


Seq. No* 


201859 


Seq. ID 


LIB3048-029-Q1-L1-A9 


Method 


BLASTX 


NCBI GI 


g2507422 


BLAST score 


313 


E value 


6.0e-29 


Match length 


103 


% identity 


72 


NCBI Description 


CYSTATHIONINE GAMMA-, 



mitogen activated protein kinase kinase [Oryza 



factor (iso)4F p28 subunit [Triticum 



THASE PRECURSOR (CGS) 
(O-SUCCINYLHOMOSERINE (THIOL) -LYASE) >gi_3293261 (AF039206) 
cystathionine gamma- synthase precursor [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



201860 

LIB3048-029-Q1-L1-B1 

BLASTX 

g3935168 

322 

7.0e-30 
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Match length 

% identity 

NCBI Description 



118 
59 

(AC004557) F17L21.11 [Arabidopsis thaliana] 



Seq. No. 


201861 


Seq. ID 


LIB3048-029-Q1-L1-B11 


Method 




NCBI GI 


gz / / z yo4 


BLAST score 


4 13 


E value 


i . ue 4 / 


Match length 


lie 

lib 


% identity 


H A 


NCBI Description 


f 7k T?n^n "3 *7 \ r*_Q 7 c f 0 v.a1 i compraQP* ^^Tl T AtaId ifioos ' 
\J jUjj / / O — O j / faLciul _l_ 0 ^JJ-LLtt -L dots / aoxx L" 10 ^ 1 ^^ 13- 




tnanana j 


Seq, No. 


201862 


Seq. ID 


LIB3048-029-Q1-L1-B12 


Method 




NCBI GI 


g2244y05 


BLAST score 


429 


E value 


2 . Oe-42 


Match length 


126 


% identity 


61 


NCBI Description 


(Zy/Joy) indole— o-acetate joera— giucosyirransrerase 




[Arabidopsis thaliana] 


Seq. No. 


201863 


Seq. ID 


LIB3048-029-Q1-L1-B2 


Method 


BLASTX 


NCBI GI 


g485742 


BLAST score 


516 


E value 


1 . Oe-52 


Match length 


104 


% identity 


yy 


NCBI Description 


(LJ^/yi) pyropnospnatase Liieta vuxgarxsj 


Seq. No. 


201864 


Seq. ID 


LIB3048-029-Q1-L1-B3 


Method 


BLASTX 


NCBI GI 


g!709498 


BLAST score 


518 


E value 


7.0e-53 


Match length 


129 


% identity 


75 


NCBI Description 


OSMOTIN-LIKE PROTEIN OSM34 PRECURSOR 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



>gi_1362001_pir S57524 osmotin precursor 

thaliana >gi_887390_emb_CAA61411_ (X89008) 
[Arabidopsis thaliana] 

201865 

LIB3048-029-Q1-L1-B4 

BLASTX 

gll84075 

218 

1.0e-17 

133 

3 



- Arabidopsis 
osmotin 
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II 



NCBI Description 



(U42444) Cf-2.1 [Lycopersicon pimpinelli folium] 

>gi_1587673_prf 2207203A Cf-2 gene [Lycopersicon 

esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201866 

LIB3048-029-Q1-L1-B5 

BLASTX 

g3986701 

238 

5.0e-20 

69 

70 

(AF101426) ferrochelatase [Cichorium intybus] 
201867 

LIB3048-029-Q1-L1-B6 

BLASTX 

g3482933 

544 

7.0e-56 

144 

70 

(AC003970) Similar to cdc2 protein kinases [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201868 

LIB3048-029-Q1-L1-B7 

BLASTX 

gll55261 

395 

2.0e-38 

106 

75 

(U40217) eukaryotic release factor 1 
thaliana] 



homo log [ Ar abidops i s 



Seq. No. 


201869 




Seq. ID 


LIB3048-029-Q1-L1- 


-B8 


Method 


BLASTX 




NCBI GI 


g3935168 




BLAST score 


368 




E value 


3.0e-35 




Match length 


125 




% identity 


62 




NCBI Description 


(AC004557) F17L21. 


.11 


Seq. No. 


201870 




Seq. ID 


LIB3048-029-Q1-L1- 


-B9 


Method 


BLASTX 




NCBI GI 


gl723239 




BLAST score 


368 




E value 


2.0e-35 




Match length 


119 




% identity 


60 




NCBI Description 


HYPOTHETICAL 35.7 


KD 



[Arabidopsis thaliana] 



PROTEIN C26A3.11 IN CHROMOSOME I 
>gi_1177358_emb_CAA93234_ (Z69240) putative amidohydrolase 
[Schizosaccharomyces pombe] 



27420 



Sea* No. 


201871 


Sea ID 


LIB3048-029-O1-L1-C1 






NCBI GI 


gll69014 


BLAST score 


181 


~\tz* 1 no 


3. Oe-13 




117 

XX/ 


^ XUeilLXL.y 


J o 


NCBI Dp script ion 


COATOMER BETA SUBUNIT (BETA-COAT PROTEIN) (BETA-COP) 




>rH 479^4"3 (T,31F1S9^ bmn fDm^nnhi 1 a mplanoaastsrl 

^ LJ J_ ri / £ J^l J ^ll J 1U y U\~*\j£S [UlUO U^ll-L -Ld lUC-l_CLHW>wj Cl O <_ \3 -L. J 


P!pa No 


201872 


Sea. ID 


LIB3048-029-Q1-L1-C3 


Mp t" hnH 


BLASTX 


NCBI GI 


g4539315 


BLAST score 


266 


J-i v aiuc 


3 Oe-23 


i id u on xciiy uii 


1 "3? 


^ XHtJil L.X i__y 


47 




(AT.O*3S£7Q\ mitflt*i vp 71 np f i nrrpr riTofpi n f ATslrii Hnn^ i *? 

^ f\AJ \J J JU / J/ UULdLX VC id X 11 v^< J- lll^Cl tr UClu L nj - Cli-' -L Uv^J O -L. O 




LIld.XXa.iici j 


QfafT KT/-\ 
OClji IN \J • 


873 


oecj. XU 


T TR"3n48-f)9Q— HI -T.I —PS 

XjXDOUftO \J£.J ^X XiX 


Method 


BLASTX 


NCBI GI 


g2894612 


tsiifibi score 


ODD 


Hi ValUc 


4 Ho— 7 Pi 


TuT ^ +-* 1 /^r "f™ ri 

L v ia.x,cn lengLii 


1 4^ 
X fi J 


laciitxty 


0 Q 




\riXiU X O O -7 ^ LJULaLXVc piULc±il l_ cliJXulU^'o X o UliCtX X alia. J 




201874 


Sea ID 


LIB3048-029-O1-L1-C6 


Method 


BLASTX 


NCBI GI 


g2316016 


"RT . A CJT qpnrp 
DJjrlu J. o L*\JX t5 


34Q 


T T7"a 1 no 
Hi vai Lit; 




l v iciL,OXl Xc.liyL.Xl 


TOR 
1-CJ 


%. H Hprtt" "i +"\7 
y XUClil — L L._y 


31 


"\TPT5 T Ho o o t* i t-\+* n 
XML^IDX JJeo L.X XptXUIl 


\U"^DJUJ LurviT X X JvfcS rio^ LLaliopUL LCI |_ j^IX aUlUUpo X o L.11CXX Xa.ll a. J 




9ni 87S 


kJ CJ • _L Ls 


LIB3048-029-O1-L1-C7 




TAT flQTY 


LNUDX VjX 


rr1 ^4 ^^ft7 




D / u 


trss Ino 

Hi V CL X LLC 


1 . Oe-70 


Match length 


143 


% identity 


90 


NCBI Description 


KNOTTED-LIKE H0ME0B0X PROTEIN 3 >gi_1045042_einb_CAA63130 




(X92392) KNAT3 homeobox protein [Arabidopsis thaliana] 




>gi_4063731 (AC006259) KNAT3 homeodomain protein 




[Arabidopsis thaliana] 



Seq. No, 201876 



27421 



Seq. ID 


LIB3048-029-Q1-L1-C8 


Method 


BLASTX 


NCBI GI 


g4309698 


BLAST score 


547 


E value 


3.0e-56 


Match length 


125 


% identity 


89 


NCBI Description 


(AC006266) putative glucosyltransf erase [Arabidopsis 




thaliana] 


Seq. No. 


201877 


Seq. ID 


LIB3048-029-Q1-L1-C9 


Method 


BLASTX 


NCBI GI 


g3599974 


BLAST score 


353 


E value 


2.0e-33 


Match length 


132 


% identity 


50 


NCBI Description 


(AF038651) GTP pyrophosphokinase [Corynebacterium 




glut ami cum] 


Seq. No. 


201878 


Seq. ID 


LIB3048-029-Q1-L1-D10 


Method 


BLASTX 


NCBI GI 


g2262173 


BLAST score 


349 


E value 


5.0e-33 


Match length 


110 


% iti^nt - it* v 


63 


NCBT DpsrriDtion 


(AC002329) NADPH thioredoxin reductase TArabidoosis 




thaliana] 


Seq. No. 


201879 


Seq. ID 


LIB3048-029-Q1-L1-D2 


Method 


BLASTX 


NCBI GI 


g3582328 


BLAST score 


293 


E value 


2 . Oe-26 


Match length 


122 


% identitv 


48 


NCBI Description 


(AC005496) hypothetical protein [Arabidopsis thaliana] 


Sea No 


201880 


Seq. ID 


LIB3048-029-Q1-L1-D4 


Method 


BLASTX 


NCBI GI 


g3551954 


BLAST score 


340 


E value 


6.0e-32 


Match length 


144 


% identity 


44 


NCBI Description 


(AF0820^0^ cpnpsr'pnr'P-assoriatpd Drotpin S rHpmerocsllis 

\ XX X w W \J -^J \J f O ^11^ O \*^^X ik^^ wt O W x#/ J- d ^ X. x,/ I** ^ J- XX sv/ L 1 X v^X Ll^- X. \J ti -L. _l_ JL 




hybrid cultivar] 


Seq. No. 


201881 


Seq. ID 


LIB3048-029-Q1-L1-D5 


Method 


BLASTX 


NCBI GI 


g4539423 



27422 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



587 

6.0e-61 

135 
83 

(AL049171) pyrophosphate-dependent phosphof ructo-l-kinase 
[Arabidopsis thaliana] 

201882 

LIB3048-029-Q1-L1-D6 

BLASTX 

g4539423 

229 

5.0e-19 

110 

47 

(AL049171) pyrophosphate-dependent phosphof ructo-l-kinase 
[Arabidopsis thaliana] 

201883 

LIB3048-029-Q1-L1-D7 

BLASTX 

g266944 

351 

1.0e-33 

86 

78 

60S RIBOSOMAL PROTEIN L2 (L8) (RIBOSOMAL PROTEIN TL2) 

>gi_71078_pir R5TOL8 ribosomal protein L8, cytosolic - 

tomato >gi_19343__emb_CAA45863_ (X64562) ribosomal protein 
L2 [Lycopersicon esculentum] 



Seq. No. 


201884 


Seq. ID 


LIB3048-029-Q1-L1-D8 


Method 


BLASTX 


NCBI GI 


g2642158 


BLAST score 


626 


E value 


2.0e-65 


Match length 


143 


% identity 


78 


NCBI Description 


(AC003000) hypothetical p 


Seq. No. 


201885 


Seq. ID 


LIB3048-029-Q1-L1-D9 


Method 


BLASTX 


NCBI GI 


g2500378 


BLAST score 


408 


E value 


6.0e-40 


Match length 


82 


% identity 


89 


NCBI Description 


60S RIBOSOMAL PROTEIN L37 


Seq. No. 


201886 


Seq. ID 


LIB3048-029-Q1-L1-E11 


Method 


BLASTN 


NCBI GI 


g3241927 


BLAST score 


44 


E value 


2.0e-15 



27423 



® 



Match length 

% identity 

NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215 
83 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MTE17, complete sequence [Arabidopsis thaliana] 

201887 

LIB3048-029-Q1-L1-E4 

BLASTX 

gl709358 

333 

4.0e-31 

136 
49 

NUCLEOSIDE -TRIPHOSPHATASE (NUCLEOSIDE TRIPHOSPHATE 

PHOSPHOHYDROLASE) (NTPASE) >gi_629638jpir S48859 

nucleoside triphosphatase - garden pea 

>gi_2129890_pir S65147 nucleoside triphosphatase 

precursor, chromatin-associated - garden pea 
>gi_563612_emb_CAA83655_ (Z32743) nucleoside triphosphatase 
[Pisum sativum] >gi_4519173_dbj_BAA75506. 1_ (AB022319) 
nucleoside triphosphatase (NTPase) [Pisum sativum] 



oeq. vio • 






LTR3048-029-O1-L1-E5 


Method 


BLASTX 


NCBI GI 


g2467088 


BLAST score 


278 


E value 


1.0e-24 


Match length 


129 


% identity 


49 


NCBI Description 


(AJ001911) putative Ckc2 [Arabidopsis thaliana] 


Seq. No. 


201889 


Seq. ID 


LIB3048-029-Q1-L1-E6 


Method 


BLASTX 


NCBI GI 


g4510346 


BLAST score 


236 


E value 


4.0e-27 


Match length 


92 


% identity 


66 


NCBI Description 


(AC006921) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


201890 


Seq. ID 


LIB3048-029-Q1-L1-E9 


Method 


BLASTX 


NCBI GI 


g3132696 


BLAST score 


571 


E value 


4.0e-59 


Match length 


125 


% identity 


87 


NCBI Description 


(AF061962) SAR DNA-binding protein-1 [Pisum sativum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



201891 

LIB3048-029-Q1-L1-F1 

BLASTX 

g232024 

291 



27424 



E value 
Match length 
% identity 
NCBI Description 



2.0e-26 

102 

60 

PROTEIN E6 >gi_421806__pir A46130 fiber protein - upland 

cotton >gi_2129498_pir S65061 fiber protein E6 (clone 

CKE6-1A) - upland cotton >gi_167323 (M92051) 5 f start site 
is putative; putative [Gossypium hirsutum] >gi_1000084 
(U30505) E6 [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201892 

LIB3048-029-Q1-L1-F11 

BLASTX 

g3033377 

201 

1.0e-15 

98 
44 

(AC004238) putative berberine bridge enzyme [Arabidopsis 
thai i ana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201893 

LIB3048-029-Q1-L1-F2 

BLASTX 

g3152609 

352 

2.0e-33 

119 

55 

(AC004482) putative Su(var)3-9 protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201894 

LIB3048-029-Q1-L1-F3 

BLASTX 

g3451147 

527 

7.0e-54 

144 

70 

(AJ010397) chitinase [Hevea brasiliensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201895 

LIB3048-029-Q1-L1-F6 

BLASTX 

gl491615 

235 

8.0e-20 

83 

58 

(X99923) male sterility 2-like protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



201896 

LIB3048-029-Q1-L1-F7 

BLASTX 

gl407705 

610 
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II 



E value 


1. Oe-63 


Mat* ch lenat h 


140 




81 


NCBI Descriotion 


(060202} liDoxvcrenase rSolanmn. tuberosum 1 




201 ft Q7 


Sea ID 


LIB3048-029-O1-L1-G1 

JLJ -L JJ \J \J W u — / X. JLJ J- J- 


Method 


BLASTX 


NCBI GI 


gl549335 


BLAST score 


248 


E value 


1, Oe-24 


Match 1 print h 


130 


O JL U.C 1 1 1_ J_ l. _y 




NCBI DescriDtion 


(U528481 class IV chitinase EP3B/E6 TDaucus carotal 




201 ft9fi 


Sea ID 


LIB3048-029-O1-L1-G11 


Method. 


BLASTX 


NCBI GI 


g3337352 


BLAST score 


328 


E value 


1.0e-30 


Matph 1 pnfTrh 


107 


% 1 dPTlt 1 t" V 


65 




\fl^UU1401/ JLiULaLl VC Oil I- KjliXCL l_ XII oLXU.OUU.XCtX piULClIl O Up 1 tllJJ 




T IX t*3 V^i i Hn~nc; H d "hVial i anal 




Of) 1 8QQ 
IO yzf 


O ~ ■ J. u 


T,TR^04R-02Q-ni —T.I -CI? 






NCBI GI 


a3236238 


BLAST score 


194 


E value 


7.0e-15 


Match length 


126 


0 ±UCil 1 L l. y 


42 




\ri\^\j\J l ±\jO t i ) pULdLivc rilxi; X ulrdbc clL.l-JLVclL.XIiy piUtclil 




rflrahi-i Hnncji e thai ianal ">rH 4 c i1Q7Q9 Hhn RAA7R744 1 




(AB017876^ Asnl rArabidon^i«3 thai i anal 


Qorr Mo 
OCOj . 1NU . 


901 Qnn 


Seq. ID 


T.TR^048-029-01 -T.1 -C^ 


Method 


BLASTX 


NCBI GI 


a4314362 


BLAST score 


181 


E value 


2.0e-13 


Mafrh 1 on rr"h Vi 

i. iCt L. Oil ICllVjUIl 


41 

*± X 




7ft 


1NOJJ X UCOUlipUXUll 


^fiLrU U DOft U } putdLlVc U cilUJ-IIU dClU CicliyQxOgfcJllclibc [i^X cLJL>±vJ.U^J; 




t'Vial lanal 

L.11CIXXCI.11CL J 


JC^. IN O* • 


9f)1 Q01 


Sea. ID 


LIB3048-029-O1-L1-G6 


Method 


BLASTX 


NCBI GI 


g2739376 


BLAST score 


329 


E value 


6.0e-32 


Match length 


98 


% identity * 


76 
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NCBI Description 



(AC002505) putative permease [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201902 

LIB3048-029-Q1-L1-G8 

BLASTX 

g3702335 

181 

3.0e-13 

41 

71 

(AC005397) 
thaliana] 



putative DNA binding protein [Arabidopsis 



201903 

LIB3048-029-Q1-L1-G9 

BLASTX 

g4191774 

316 

4.0e-29 

118 

52 

(AC005917) 
thaliana] 



putative beta-1, 3-endoglucanase [Arabidopsis 



201904 

LIB3048-029-Q1-L1-H1 

BLASTX 

g2832623 

555 

4.0e-57 

140 

74 

(AL021711) 
thaliana] 



protein kinase - like protein [Arabidopsis 



201905 

LIB3048-029-Q1-L1-H10 

BLASTX 

gl084349 

540 

2.0e-57 

123 

93 

aldehyde dehydrogenase homolog btg-26 - rape 
>gi_913941__bbs_164188 (S77096) aldehyde dehydrogenase 
homolog=btg-26 [Brassica napus, cv. Bridger, Peptide, 494 
aa] [Brassica napus] 

201906 

LIB3048-029-Q1-L1-H11 

BLASTX 

g3426037 

311 

1.0e-28 

122 
28 

(AC005168) putative ABC transporter protein [Arabidopsis 



27427 



thaliana] 



Seq. No. 


201907 


Seq. ID 


LIB3048-029-Q1-L1-H6 


Method 


BLASTX 


NCBI GI 


gl!07526 


BLAST score 


457 


R V3 1 IIP 

ill V Q. -L. LI- v^v 


9. 0e-46 


Match length 


113 




76 


NCBI DescriDtion 


(X87931) SIEP1L protein 


Seq. No. 


201908 


Seq. ID 


LIB3048-029-Q1-L1-H7 


Method 


BLASTX 


NCBI GI 


gl703200 


BLAST score 


625 


E value 


2.0e-65 


Match length 


128 


% identity 


92 


NCBI Description 


PROTEIN KINASE AFC2 >gi 



_ 1789 (U16177) protein kinase 
[Arabidopsis thaliana] >gi_642130_dbj_BAA08214_ (D45353) 
protein kinase [Arabidopsis thaliana] 

>gi_4220516_emb_CAA22989_ (AL035356) protein kinase (AFC2) 
[Arabidopsis thaliana] 



Seq. No. 


201909 


Seq. ID 


LIB3048-029-Q1-L1-H9 


Method 


BLASTX 


NCBI GI 


g3123515 


BLAST score 


571 


E value 


5.0e-59 


Match length 


130 


% identity 


86 


NCBI Description 


(Y08761) Mago Nashi-like proti 


Seq. No. 


201910 


Seq. ID 


LIB3048-030-Q1-L1-A11 


Method 


BLASTX 


NCBI GI 


g548488 


BLAST score 


467 


E value 


7.0e-47 


Match length 


135 


% identity 


67 


NCBI Description 


POLYGALACTURONASE PRECURSOR C 



( L1201 9 ) polygalacturonase 



(PECTINASE) >gi 
[Actinidia deliciosa] 



166325 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% ,. identity 

NCBI Description 



201911 

LIB3048-030-Q1-L1-A2 

BLASTX 

g2979555 

324 

4.0e-30 

115 

55 

(AC003680) unknown protein [Arabidopsis thaliana] 



27428 



QofT Mo 
OCvjt IN \J • 


201912 


Sea ID 


LIB3048-030-O1-L1-A3 


Method 


BLASTX 


NCBI GI 


gll03712 


BLAST score 


188 


F! VP 1 no 


2 . Oe-14 


Ma. +■ r*H 1 f^Tin"f~h 

J. la L. It-sll _l_^l±y L>lx 


82 


^ lUttliLlUy 




NCBI DPsrriDtion 

■U » ij" J- i— ' w fcj Vu* J 1- l»Avli 


(X83729) inorganic pyrophosphate 




901 Ql "3 




LIB304 8-030-O1-L1-A4 


Method. 


BLASTX 


NCBI GI 


a2827546 


BLAST score 


326 


E value 


3.0e-30 




1 ?1 




4 








■H n a 1 "i anal 








LTR3048-030-O1-L1-A5 


Method 


BLASTX 


NCBI GI 


g2462745 


BLAST score 


261 


P tra 1 no 




L v ia,L.cn lenguii 


191 
i 


T ^ ^\ Vl 4~ H 4~ T T 

t> laentiLy 






fAP0ri99Q9^ Hvr>ni"hpt i 1 nrnf pin 


oeq # jno . 


901 Q1 R 


qorr Tn 
oci^i J. u 


T.TR?04R-0?n-ni -T.I -A7 




BLASTX 


NCBI GI 


g3158376 


BLAST score 


456 


P \7 ^ 1 no 






1 99 


i> luenLiuy 


/ o 




^nC U J J JO J ^ Ltlli^XlvJ rill |_ zt. J. uiJ X UUp O X 5 




901 Qi 


Qorr TD 


T.TR^04ft-nS0-O1 -T.1 -AS 


Mpfhod 


BLASTX 


NCBI GI 


a3329294 


BLAST score 


156 


E value 


2.0e-10 


LMCl U Oil. Xtiiiy UX1 


1 9Q 


o lucnuiuy 


9Q 


LNUrjDj. ue script ion 


/ZiTTOOl'^ 1 ^ 1 ^^ Mo 4- all rinrnf oa co 




L V^IllallLyClla. L. J. a.OIl(JIllcn»lo J 


Seq. No. 


201917 


Seq. ID 


LIB3048-030-Q1-L1-B10 


Method 


BLASTX 


NCBI GI 


g3319457 


BLAST score 


142 



[Arabidopsis thaliana] 
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E value 9.0e-09 
Match length 79 
% identity 39 

NCBI Description (AF077542) contains similarity to O-linked GlcNAc 
transferases [Caenorhabditis elegans] 



Seg. No. 


201918 


Sea. ID 


LIB3048-030-O1-L1-B2 


Method 


BLASTX 


NCBI GI 


a2911044 


BLAST score 


440 


E value 


9. Oe-44 


Match length 


124 


% identity 


71 


NCBI Description 


(AL021961) putative protein [Arabidopsis thaliana] 


Seg. No. 


201919 


Sea. ID 


LIB3048-030-O1-L1-B3 


Method 


BLASTX 


NCBI GI 




uunikj l o v^/ j_ \^ 


610 


E value 


1 . Oe-63 


Match length 


129 


% identity 


91 


NCBI Description 


(Y08761) Mago Nashi-like protein [Euphorbia lagascae^ 






Qprr TD 


LTR^ndR-n^O-Ol -T.1 -P4 

ilXDJUlU U JU Vd-*- ->-> J_ D*± 


M^1~ n nH 




NCBI GI 


a3329294 


S->±J£\iD X oowj_c 


1 


J_t V CL-L LLC 


O > UC 1U 


Matph 1 pnath 


115 


% identity 


30 


NCBI Description 


(AE0013551 Zinc MetalloDrotease f insulinasp fann lv^ 




[Chlamydia trachomatis] 


Sea No 


201921 


Sea ID 


LIB3048-030-O1-L1-RS 


1 i~ L-liLsLJ. 




NCBI GI 


al361983 

^JL.JVJLJ/U'-J 




Jll 


"P* 1 11 CI 
Hi Vul Li" 




Ma f ph 1 on frf" h 


1 ^7 


% identitv 


75 


NCBI Description 


ARP protein - Arabidopsis thaliana >gi 88 6434 emb CAi 




(Z49776) ARP protein [Arabidopsis thaliana] 


Seg. No. 


201922 


Seg. ID 


LIB3048-030-Q1-L1-B8 


Method 


BLASTX 


NCBI GI 


g4249382 


BLAST score 


489 


E value 


2.0e-49 


Match length 


119 


% identity 


74 


NCBI Description 


(AC005966) Strong similarity to gi 3337350 F13P17.3 



27430 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



putative permease from Arabidopsis thaliana BAC 
gb_AC004481. [Arabidopsis thaliana] 

201923 

LIB3048-030-Q1-L1-B9 

BLASTX 

g2224933 

241 

6.0e-21 

67 

42 

(AF004216) ethylene-insensitive3 [Arabidopsis thaliana] 
>gi_2224935 (AF004217) ethylene-insensitive3 [Arabidopsis 
thaliana] 

201924 

LIB3048-030-Q1-L1-C11 

BLASTX 

g2078350 

183 

1.0e-13 

109 

40 

(U95923) transaldolase [Solanum tuberosum] 
201925 

LIB3048-030-Q1-L1-C12 

BLASTX 

g2181180 

162 

4.0e-ll 

121 

32 

(Z84377) xylosidase [Aspergillus niger] 
201926 

LIB304 8-030-Q1-L1-C2 

BLASTX 

g462147 

686 

2.0e-72 

137 

94 

GLUCOSE- 6-PHOSPHATE ISOMERASE, CYTOSOLIC (GPI) 
{PHOSPHOGLUCOSE ISOMERASE) (PGI) ( PHOSPHOHEXOSE ISOMERASE) 

(PHI) >gi_541866_pir S41808 glucose-6-phosphate isomerase 

(EC 5.3.1.9) - Arabidopsis thaliana 

>gi_415923__emb_CAA48940_ (X69195) glucose-6-phosphate 
isomerase [Arabidopsis thaliana] 

201927 

LIB3048-030-Q1-L1-C3 

BLASTX 

g4220533 

317 

2.0e-29 

107 



27431 



# • 



% identity 


64 


NCBI DescriDt i on 


(AL035356) outative mitochondrial uncouolina orotein 




[Arabidopsis thaliana] 


JClji IN w » 


201928 


Sea- ID 


LIB3048-030-Q1-L1-C4 


Method 


BLASTX 


NCBI GI 


gll42619 


BLjAST score 


392 


E value 


5.0e-38 


Match lpncrth 


140 


%l i dent i tv 


59 


NCRT Dp =; c r i nt "i on 


(171 8348^ nha^pnl l n hn^r hnnrH ncr nrof pi n PG1 r Pha ^pol us 

\ {J J- \J -~J ^ KJ J 1 d " " ^ XXll VJ J_/ \J -T-. Jw* XI 1 \JL JL. 1 1 y k> J- \_/ I— ^ Xll J_ VJ _L |^ J. 11 CL k_> \5> V-/ -1- <_1 i_> 




vnlcrari s 1 

V 1*4 Ju t_i X* J. w J 




201929 


Seq. ID 


LIB3048-030-Q1-L1-C5 


L,1IW^I 


BLASTX 


NCBI GI 


g3044212 


BLAST score 


633 


E value 


2 0e-66 


Match 1 pnnfh 

xxauoii xcny uii 


137 v 


% -j HpTTf" i tv 

O ±U711L>X L y 


88 


NCBI Descriotion 


(AF057043} acvl— CoA oxidase TArabidoosis thalianal 






Seq. ID 


LIB3048-030-Q1-L1-C6 


Method 


BLASTX 


NCBI GI 


a4056469 


BLAST score 

i_> [ 1 flu X k_> _L_ 


343 


111 V ClXUv 


U • JX 


Mat fin 1 f^nn+h 


124 


% identity 


86 


NCBI Description 


(AC005990) Strong similarity to gb_M95166 ADP-ribosylation 




ldLLUI X. X. WILL £\±. dJ>_/_L X O LlldX J- CI lid. • JCjO X O y 4J ii. >J O \J / 




rrh RQH1Q1 rrh NfiRfiQ? rrh AA71 "^1 ^0 rrh T4fi^^9 fih AA04f)9fi7 
y xj rv^Lfi-?X/ y xj lnojo j / ^ y xj r^ri / x jx ju / y xj iiujjz,^ y xj rart.^ *± \j y u i / 




rrh~AA71 ^QRfi rrh T4^4D^ rrh T4fif)^0 rrh^ATT OO^QI and 
y kj / j. -j \j f y x> i4Diujf y xj i*±vujv/ y xj ax x w u j j x ciii^i 




rrVi 7.2 SO 4 3 phttip "FTmTi i~ 

yjk_/ l-l \J ± .^J \*r\JLLV^ X. X. will 


Qc-rr Kin 


201 9^1 


Sea. ID 


LIB3048-030-O1-L1-C7 


Method 


BLASTX 


NCRT (IT 

LXWXJX. VJX 




RT.A^T qrrirp 

DJJTIO X uUUi.C 


480 


E value 


2.0e-48 


Match length 


95 


O XUCllLx LJ/ 


93 


TvJPR T np^nri i on 

LN v_^XJ J. UCOUJ LXUil 


TTTRTTT-TN AT.PRA-fi P14ATNI >rri 3228 80 nir 928983 tnhnl in 




alnha-fi phain - tuaWp >rri~221S8 pmh PAA4 4 8 63 (X6317fi^ 




^5 1 yi)r\ a — "hnKii Tin r 7oa ttij3\7q1 
dJ-LyiicL uu.xJU.J-Xi- tr o [ <Cit:cL iua._y o j 


otrq • 1NU ■ 




Seq. ID 


LIB3048-030-Q1-L1-C8 


Method 


BLASTX 


NCBI GI 


g4468046 


BLAST score 


298 


E value 


4.0e-27 
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o 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



115 
57 

(X69192) catechol methyltransf erase [Vanilla planifolia] 
201933 

LIB3048-030-Q1-L1-D1 

BLASTX 

g4263709 

196 

4.0e-15 

48 

71 

(AC006223) unknown protein [Arabidopsis thaliana] 
201934 

LIB3048-030-Q1-L1-D10 

BLASTX 

g3641836 

524 

1.0e-53 

127 

81 

(AL023094) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

201935 

LIB3048-030-Q1-L1-D11 

BLASTX 

g2244841 

190 

2.0e-14 

40 
72 

(Z97337) hypothetical protein [Arabidopsis thaliana] 
201936 

LIB3048-030-Q1-L1-D12 

BLASTX 

g2245070 

357 

6.0e-34 

120 

62 

(Z97342) hypothetical protein [Arabidopsis thaliana] 
201937 

LIB3048-030-Q1-L1-D2 

BLASTX 

gl332579 

592 

1.0e-65 

137 

9 

(X98063) polyubiquitin [Pinus sylvestris] 
201938 

LIB3048-030-Q1-L1-D3 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl076641 

161 

5.0e-ll 

41 

71 

tau-protein kinase (EC 2.7,1.135) homolog - common tobacco 
>gi_456356_emb_CAA54803_ (X77763) shaggy like protein 

kinase [Nicotiana tabacum] >gi_1094395_prf 2106142A 

Ser/Thr protein kinase [Nicotiana tabacum] 



Seq. No. 201939 

Seq. ID LIB3048-030-Q1-L1-D4 

Method BLASTX 

NCBI GI g3297827 

BLAST score 448 

E value 1.0e-44 

Match length 105 

% identity 83 

NCBI Description (AL031032) putative protein (fragment) [Arabidopsis 
thaliana] 

Seq. No. 201940 

Seq. ID LIB3048-030-Q1-L1-D6 

Method BLASTX 

NCBI GI g2244806 

BLAST score 236 

E value 9.0e-20 

Match length 139 

% identity 4 3 

NCBI Description (Z97336) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 201941 

Seq. ID LIB3048-030-Q1-L1-D7 

Method BLASTX 

NCBI GI g3552003 

BLAST score 604 

E value 6.0e-63 

Match length 137 

% identity 85 



NCBI Description (AF085083) alcohol dehydrogenase A [Gossypium hirsutum] 

>gi_3552005 (AF085084) alcohol dehydrogenase A [Gossypium 
hirsutum] >gi_3552007 (AF085085) alcohol dehydrogenase A 
[Gossypium hirsutum] >gi_4140632 (AF090165) alcohol 
dehydrogenase A [Gossypium hirsutum] >gi_4140634 (AF090166) 
alcohol dehydrogenase A [Gossypium hirsutum] >gi_4140636 
(AF090167) alcohol dehydrogenase A [Gossypium hirsutum] 
>gi_4140638 (AF090168) alcohol dehydrogenase A [Gossypium 
hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



201942 

LIB3048-030-Q1-L1-D9 

BLASTX 

gl706323 

391 

5.0e-38 
122 



27434 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



63 

ORNITHINE DECARBOXYLASE (ODC) >gi_2118242_pir S64704 

ornithine decarboxylase (EC 4.1.1.17) - jimsonweed 
>gi_871008_emb_CAA61121_ (X87847) ornithine decarboxylase 
[Datura stramonium] 

201943 

LIB3048-030-Q1-L1-E1 

BLASTX 

g2956783 

316 

4.0e-29 

137 
49 

(AL022103) mannose-6-phosphate isomerase 
[Schizosaccharomyces pombe] 

201944 

LIB3048-030-Q1-L1-E11 

BLASTX 

g2944180 

157 

2.0e-10 

57 

54 

(AF007779) 
thaliana] 



trehalose- 6-phosphate phosphatase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



201945 

LIB3048-030-Q1-L1-E2 

BLASTX 

g!709498 

556 

3.0e-57 

124 

80 

OSMOTIN-LIKE PROTEIN OSM34 PRECURSOR 

>gi_1362001_pir S57524 osmotin precursor - Arabidopsis 

thaliana >gi_887390_emb_CAA61411_ (X8 9008) osmotin 
[Arabidopsis thaliana] 

201946 

LIB3048-030-Q1-L1-E3 

BLASTX 

gl841464 

270 

9.0e-24 

52 

48 

(Y11002) LIM-domain SF3 protein [Nicotiana tabacum] 
201947 

LIB3048-030-Q1-L1-E4 

BLASTX 

g483057 

224 

2.0e-18 



27435 




Match length 


113 


% identity 


45 


NCBI Description 


hypothetical protein (xylB 5' region) - Butyrivibrio 




fibrisolvens (fragment) >gi 144165 (M55537) 0RF1 




[Butyrivibrio fibrisolvens] 


Seq. No. 


201948 


Seq. ID 


LIB3048-030-Q1-L1-E5 


Method 


BLASTX 


NCBI GI 


gl408460 


BLAST score 


413 


E value 


2.0e-40 


Match length 


137 


% identity 


60 


NCBI Description 


(U40161) type 2A protein serine/threonine phosphatase 5! 




kDa B regulatory subunit [Arabidopsis thaliana] 


Sea No 


201949 


Seq. ID 


LIB3048-030-Q1-L1-E6 


Method 


BLASTX 


NCBI GI 


g3420906 


BLAST score 


237 


E value 


4.0e-22 


Match length 


72 


% identity 


59 


NPRT npqrr"i nfi on 






brachycarpa] 






Sea. ID 


LIB3048-030-O1-L1-E7 


Method 


BLASTX 


NCBI GI 


g3063699 


BLAST score 


341 


E value 


4 . 0e-32 


Match lenath 


133 


% identitv 


50 


NCBI Description 


(AL022537) putative protein [Arabidopsis thaliana] 


Seq, No. 


201951 


Seq. ID 


LIB3048-030-Q1-L1-E8 


Method 


BLASTX 


NCBI GI 


g2739279 


BLAST score 


372 


E -value 


1.0e-35 


Match length 


126 


% identity 


59 


NCBI Description 


(AJ223177) short chain alcohol dehydrogenase [Nicotiana 



tabacum] >gi_2791348_emb_CAA11154_ (AJ223178) short chain 
alcohol dehydrogenase [Nicotiana tabacum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



201952 

LIB3048-030-Q1-L1-F1 

BLASTX 

gll42619 

390 

8.0e-38 
139 



27436 



% identity 59 

NCBI Description (U18348) phaseolin G-box binding protein PG1 [Phaseolus 
vulgaris] 



Seq. No. 


201953 


Seq. ID 


LIB3048-030-Q1-L1-F10 


Method 


BLASTX 


NCBI GI 


g231610 


BLAST score 


278 


E value 


4.0e-25 


Match length 


112 


% identity 


63 


NCBI Description 


ATP SYNTHASE GAMMA CHAIN, CHLOROPLAST PRECURSOR 




>gi 67880_jpir PWNTG H+-transporting ATP synthase (EC 




3.6.1.341 oaimna chain orpnirsor. rhloronl a^t — coTntnon 




tobacco >gi 19785 emb CAA45152 (X63606) ATP synthase 




(gamma subunit) [Nicotiana tabacum] 


Seq. No. 


201954 


Seq. ID 


LIB3048-030-Q1-L1-F12 


Method 


BLASTX 


NCBI GI 


a2979550 


BLAST <?rorp 


278 


E value 


1 . 0e-24 


Match 1 prirrhh 


120 


& i fipnt "i t" v 


48 


NCBI Description 


(AC003680) putative 7— ethoxycourtiarin O-deethylase 




[Arabidopsis thaliana] 


Seq. No. 


201955 


Seq. ID 


LIB3048-030-Q1-L1-F3 


Method 


BLASTX 


NCBI GI 


a4531442 


BLAST score 


489 


E value 


2 . Oe-49 


Match lpncrth 


123 


% identity 


76 


NCBI Description 


(AC006224) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


201956 


Seq. ID 


LIB3048-030-O1-L1-F5 


Method 


BLASTX 

xvXjXriu x 


NCBI GI 


CT 40380S6 


BLAST score 


166 


E value 


1 . Oe-21 


lid Lvll -i-v^-llvj 


122 


% identity 


47 


NCBI Description 


(AC005897) putative transposon [Arabidopsis thaliana] 


Seq. No. 


201957 


Seq. ID 


LIB3048-030-Q1-L1-F6 


Method 


BLASTX 


NCBI GI 


g232024 


BLAST score 


351 


E value 


3.0e-33 


Match length 


120 


% identity 


61 



27437 



NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PROTEIN E6 >gi_421806_pir A46130 fiber protein - upland 

cotton >gi_2129498_pir S65061 fiber protein E6 (clone 

CKE6-1A) - upland cotton >gi_167323 (M92051) 5 1 start site 
is putative; putative [Gossypium hirsutum] >gi_1000084 
(U30505) E6 [Gossypium hirsutum] 

201958 

LIB3048-030-Q1-L1-G11 

BLASTX 

g4539298 

543 

3.0e-56 

134 

82 

(AL049480) putative calmodulin-binding protein [Arabidopsis 
thaliana] 



Seq, No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201959 

LIB3048-030-Q1-L1-G12 

BLASTX 

g2129597 

510 

6.0e-52 

101 

96 

glutamate dehydrogenase 1 - Arabidopsis thaliana 
>gi_1098960 (U37771) glutamate dehydrogenase 1 [Arabidopsis 
thaliana] >gi_1293095 (U53527) glutamate dehydrogenase 1 
[Arabidopsis thaliana] 



Seq. No. 


201960 


Seq. ID 


LIB3048-030-Q1-L1-G2 


Method 


BLASTX 


NCBI GI 


g3158376 


BLAST score 


458 


E value 


8.0e-46 


Match length 


124 


% identity 


74 


NCBI Description 


(AF035385) unknown [Arabidopsis thaliana] 


Seq, No, 


201961 


Seq. ID 


LIB3048-030-Q1-L1-G3 


Method 


BLASTX 


NCBI GI 


g4539383 


BLAST score 


483 


E value 


9.0e-49 


Match length 


128 


% identity 


69 


NCBI Description 


(AL035526) putative protein (fragment) [Arabidopsis 




thaliana] 


Seq, No. 


201962 


Seq. ID 


LIB3048-030-Q1-L1-G4 


Method 


BLASTX 


NCBI GI 


g3158376 


BLAST score 


467 


E value 


7.0e-47 



27438 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



125 
75 ' 

(AF035385) 



unknown [Arabidopsis thaliana] 



201963 

LIB3048-030-Q1-L1-G5 

BLASTX 

gl076282 

157 

2.0e-10 

32 

91 

aconitate hydratase (EC 4.2.1.3) - Arabidopsis thaliana 
(fragment) >gi_599625_emb_CAA58046_ (X82839) aconitase 
[Arabidopsis thaliana] 

201964 

LIB3048-030-Q1-L1-G7 

BLASTN 

gl890351 

36 

7.0e-ll 

64 

89 

A. thaliana mRNA for transcription factor L2 
201965 

LIB3048-030-Q1-L1-G9 

BLASTX 

gl67367 

654 

8.0e-69 

124 

99 

(L08199) peroxidase [Gossypium hirsutum] 
201966 

LIB3048-030-Q1-L1-H1 

BLASTX 

g4262236 

467 

7.0e-47 

123 

72 

(AC006200) putative ribose 5-phosphate isomerase 
[Arabidopsis thaliana] 

201967 

LIB3048-030-Q1-L1-H10 

BLASTX 

gl32944 

545 

4.0e-56 

106 
93 

60S RIBOSOMAL PROTEIN L3 >gi_81658_pir JQ0772 ribosomal 

protein L3 (ARP2) - Arabidopsis thaliana >gi_806279 



27439 



(M32655) ribosomal protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201968 

LIB3048-030-Q1-L1-H2 

BLASTX 

g548774 

393 

3.0e-38 

109 

71 

60S RIBOSOMAL PROTEIN L7A >gi_542158_pir S38360 ribosomal 

protein L7a - rice >gi_303855_dbj_BAA02156_ (D12631) 
ribosomal protein L7A [Oryza sativa] 

201969 

LIB3048-030-Q1-L1-H3 

BLASTX 

g4262236 

204 

2.0e-16 

73 
58 

(AC006200) putative ribose 5-phosphate isomerase 
[Arabidopsis thaliana] 

201970 

LIB3048-030-Q1-L1-H5 

BLASTX 

g232024 

350 

4.0e-33 

120 

61 

PROTEIN E6 >gi_421806_pir A4 6130 fiber protein - upland 

cotton >gi_2129498j?ir S65061 fiber protein E6 (clone 

CKE6-1A) - upland cotton >gi_167323 (M92051) 5 1 start site 
is putative; putative [Gossypium hirsutum] >gi_1000084 
(U30505) E6 [Gossypium hirsutum] 



Seq. No. 


201971 


Seq. ID 


LIB3048-I 


Method 


BLASTX 


NCBI GI 


g3492803 


BLAST score 


313 


E value 


9.0e-29 


Match length 


136 


% identity 


50 


NCBI Description 


(AJ00247! 


Seq. No. 


201972 


Seq. ID 


LIB3048-I 


Method 


BLASTX 


NCBI GI 


g2342724 


BLAST score 


391 


E value 


6.0e-38 


Match length 


137 


% identity 


70 



ENBP1 [Medicago truncatula] 



27440 




NCBI Description 


(AC002341) unknown protein [Arabidopsis thaliana] 


Seq. No. 


201973 


Seq. ID 


LIB3048-030-Q1-L1-H8 


Method 


BLASTX 


NCBI GI 


g4239845 


BLAST score 


299 


E value 


3.0e-27 


Match length 


127 


% identity 


53 


NCBI Description 


(AB015855) transcriotion factor TEIL FNirnti ana t^bam-nnl 


Seq. No. 


201974 


Seq. ID 


LIB3048-030-Q1-L1-H9 


Method 


BLASTX 


NCBI GI 


g548488 


BLAST score 


446 


E value 


2.0e-44 


Match length 


122 


% identity 


63 


NCBI Descriotion 






(L12019) Dolvcralacturonase TApt "i tit Hi a HpI i ri ncial 


Seq. No. 


201975 


Seq. ID 


LIB3048-031-O1-L1-A1 


Method 


BLASTX 


NCBI GI 


g729470 


BLAST score 


629 


E value 


8.0e-66 


Match length 


140 


% identity 


86 


NCBI Description 


MITOCHONDRIAL FORMATE DEHYDROGENASE PRECURSOR 



(NAD- DEPENDENT FORMATE DEHYDROGENASE) (FDH) 

>gi_542089_pir JQ2272 formate dehydrogenase (EC 1.2.1.2) 

precursor, mitochondrial - potato >gi_297798_emb_CAA79702 
(Z21493) mitochondrial formate dehydrogenase precursor 
[Solanum tuberosum] 



Seq. No. 


201976 


Seq. ID 


LIB3048-031-Q1-L1-A10 


Method 


BLASTX 


NCBI GI 


gl620009 


BLAST score 


166 


E value 


1.0e-ll 


Match length 


140 


% identity 


31 


NCBI Description 


(D85184) flavonoid 3 1 , 5 '-hydroxylase [Gent 


Seq. No. 


201977 


Seq. ID 


LIB3048-031-Q1-L1-A11 


Method 


BLASTX 


NCBI GI 


g3492803 


BLAST score 


257 


E value 


2.0e-22 


Match length 


114 


% identity 


50 


NCBI Description 


(AJ002479) ENBP1 [Medicago truncatula] 



27441 



Seq* No. 


201978 


Seq. ID 


LIB3048-031-Q1-L1-A3 


Method 


BLASTX 


NCBI GI 


gl67367 


BLAST score 


337 


E value 


3 Oe-32 




71 


% i dent it v 


93 


KffRT Hp<!rT"i irhi nn 

LH V_f J-J -L J_/ CJ O \— ' J L Jw" L- -L W 1 1 


\iiuoi^ pciuAiuaoc {_ vjvj o o y £->x uiu liiioui, liilij 


Seq. No. 


201979 


Seq. ID 


LIB3048-031-O1-L1-A4 


Method 


BLASTX 


NCBI GI 


g3047114 


BLAST score 


418 


E value 


3 . 0e-41 


Match 1 e^ncrth 


113 


% identitv 


72 




f AEOSflQI Nn Hpfinifinn 1 inp -found rArahi Hnnqi q ■ 


Seq. No, 


201980 


Seq. ID 


LIB3048-031-Q1-L1-A5 


Method 


BLASTX 


NCBI GI 


g2443329 


RT.A55T qrrirp 

J— > -UixiO J. D^UIC 




E Tra 1 no 

J-J V O.X LlC 






1 1 Q 

X X j 




o _? 




\UOO Jl£.£. ) ricXZ XXK.C protein LnlaDiaupSlS tnallallaj 




?01 981 


Seq. ID 


LIB3048-031-O1-L1-A6 


Method 


BLASTX 


NCBI GI 


g3297816 


BLAST qrnrp 


216 


E valup 


2 . Oe-17 


i ici u^ii xcny L,ii 


90 


% identitv 


49 




VriXiVJO X(J Oz. ) pULdLlVc pX/Queill LnlaDluOpSlS Lnallana 


Seq. No. 


201982 


Seq. ID 


LIB3048-031-O1-L1-A9 


Method 


BLASTX 


NCBI GI 


gl706918 


BLAST score 


261 


E value 


8.0e-23 


Match length 


94 


% identity 


50 


NCBI Description 


FLAVONOL SULFOTRANSFERASE-LIKE >gi 4 98647 (U10277; 



sulfotransf erase-like flavonol [Flaveria bidentis] 



Seq. No. 201983 

Seq. ID LIB3048-031-Q1-L1-B10 

Method BLASTX 

NCBI GI g4432844 

BLAST score 190 



27442 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-14 

66 

55 

(AC006283) unknown protein [Arabidopsis thaliana] 
201984 

LIB3048-031-Q1-L1-B11 

BLASTX 

g3152559 

500 

8.0e-51 

132 
71 

(AC002986) 
F21M12.20, 



Similarity to A. thaliana gene product 
gb_AC000132. EST gb_Z25651 comes from this gene. 



[Arabidopsis thaliana] 
201985 

LIB3048-031-Q1-L1-B12 

BLASTX 

g548488 

396 

1.0e-38 

107 

64 

POLYGALACTURONASE PRECURSOR (PG) (PECTINASE) >gi_166325 
(L12019) polygalacturonase [Actinidia deliciosa] 



Seq. No. 


201986 


Seq. ID 


" LIB3048-031 


Method 


BLASTX 


NCBI GI 


g4539383 


BLAST score 


485 


E value 


6.0e-49 


Match length 


132 


% identity 


70 


NCBI Description 


(AL035526) ] 




thaliana] 


Seq. No. 


201987 


Seq. ID 


LIB3048-031 


Method 


BLASTX 


NCBI GI 


g4106061 


BLAST score 


190 


E value 


2.0e-14 


Match length 


55 


% identity 


64 


NCBI Description 


(AF053318) ' 


Seq. No. 


201988 


Seq. ID 


LIB3048-031 


Method 


BLASTX 


NCBI GI 


g!856971 


BLAST score 


589 


E value 


4.0e-61 


Match length 


144 


% identity 


80 



putative protein (fragment) [Arabidopsis 



1 [Homo sapiens] 



27443 



NCBI Description 



(D26058) This gene is specifically expressed at the S phase 
during the cell cycle in the synchronous culture of 
periwinkle cells. [Catharanthus roseus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201989 

LIB3048-031-Q1-L1-B8 

BLASTX 

gl703028 

149 

1.0e-09 

82 
39 

CLATHRIN COAT ASSEMBLY PROTEIN AP47 HOMOLOG 2 (CLATHRIN 
COAT ASSOCIATED PROTEIN AP47 HOMOLOG 2) (GOLGI ADAPTOR AP-1 
47 KD PROTEIN HOMOLOG 2) (HA1 47 KD SUBUNIT HOMOLOG 2) 
(CLATHRIN ASSEMBLY PROTEIN ASSEMBLY PROTEIN COMPL. . . 

>gi_2134 919_pir A57170 clathrin-associated protein AP47 

homolog CLA20 - human >gi_807815__dbj_BAA07415_ (D38293) 
clathrin-like protein [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201990 

LIB3048-031-Q1-L1-B9 

BLASTX 

g2959767 

434 

5.0e-43 

124 

69 

(AJ002584) 
(AC005309) 



AtMRP4 [Arabidopsis thaliana] >gi_3738292 
glut athione-con jugate transporter At MRP 4 



[Arabidopsis thaliana] 
201991 

LIB3048-031-Q1-L1-C10 

BLASTX 

gll84075 

215 

3.0e-17 

131 

3 

(U42444) Cf-2.1 [Lycopersicon pimpinellif olium] 

>gi_1587673_prf 2207203A Cf-2 gene [Lycopersicon 

esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



201992 

LIB3048-031-Q1-L1-C12 

BLASTX 

g3426043 

351 

2.0e-33 

115 

62 

(AC005168) putative choline kinase [Arabidopsis thaliana] 
201993 

LIB3048-031-Q1-L1-C3 
BLASTX 



27444 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll7988 
570 

7.0e-59 

111 

94 

CYTOCHROME C >gi_65503__pir_ 
cotton 



CCCN cytochrome c - sea-island 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201994 

LIB3048-031-Q1-L1-C5 

BLASTX 

g4539315 

271 

8.0e-24 

146 
44 

(AL035679) putative zinc finger protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201995 

LIB3048-031-Q1-L1-C6 

BLASTX 

g2826786 

340 

6.0e-32 

104 

63 

(Y10905) RAPB protein 



[Oryza sativa] 



201996 

LIB3048-031-Q1-L1-C8 

BLASTX 

g3552003 

611 

1.0e-63 

138 
86 

(AF085083) alcohol dehydrogenase A [Gossypium hirsutum] 
>gi_3552005 (AF085084) alcohol dehydrogenase A [Gossypium 
hirsutum] >gi_3552007 (AF085085) alcohol dehydrogenase A 
[Gossypium hirsutum] >gi_4140632 (AF090165) alcohol 
dehydrogenase A [Gossypium hirsutum] >gi_4140634 (AF090166) 
alcohol dehydrogenase A [Gossypium hirsutum] >gi_4140636 
(AF090167) alcohol dehydrogenase A [Gossypium hirsutum] 
>gi_4140638 (AF090168) alcohol dehydrogenase A [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201997 

LIB3048-031-Q1-L1-C9 

BLASTX 

gl684855 

474 

8.0e-48 

100 

21 

(U77939) ubiquitin-like protein [Phaseolus vulgaris] 



27445 



fl 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201998 

LIB3048-031-Q1-L1-D1 

BLASTX 

g2791278 

247 

4.0e-21 

116 
38 

(269257) beta-xylosidase [Hypocrea jecorina] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201999 

LIB3048-031-Q1-L1-D11 

BLASTX 

g3738257 

492 

7.0e-50 

104 

92 

(AB018410) cytosolic phosphoglycerate kinase 1 
nigra] 



[Populus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202000 

LIB3048-031-Q1-L1-D6 

BLASTX 

g2583123 

262 

8.0e-23 

60 

80 

(AC002387) 
thaliana] 



putative nucleotide sugar epimerase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202001 

LIB3048-031-Q1-L1-D7 

BLASTX 

g3687237 

516 

1.0e-52 

96 

86 

(AC005169) putative Cys3His zinc-finger protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



202002 

LIB3048-031-Q1-L1-D8 

BLASTX 

g2662343 

223 

2.0e~18 

75 

68 

(D63581) EF-1 alpha [Oryza sativa] 
202003 

LIB3048-031-Q1-L1-D9 

BLASTX 

g2463577 



27446 



BLAST score 


439 


E value 


9.0e-44 


Match length 


103 


% identity 


82 


NCBI Description 


(AB007510) PRP8 protein [Homo sapiens] 


Seq. No. 


202004 


Seq. ID 


LIB3048-031-Q1-L1-E1 


Method 


BLASTX 


NCBI GI 


g4490330 


BLAST score 


648 


E value 


4 . 0e-68 


Match length 


139 


% identity 


91 


NCBI Description 


(AL035656) splicing factor-like protein [Arab 




thaliana] 


Seq. No. 


202005 


Seq. ID 


LIB3048-031-Q1-L1-E12 


Method 


BLASTX 


NCBI GI 


gl332579 


BLAST score 


524 


E value 


1.0e-53 


Match length 


109 


% identity 


10 


NCBI Description 


(X98063) polyubiquitin [Pinus sylvestris] 


Seq. No. 


202006 


Seq. ID 


LIB3048-031-Q1-L1-E3 


Method 


BLASTX 


NCBI GI 


g4558664 


BLAST score 


305 


E value 


8.0e-28 


Match length 


145 


% identity 


10 


NCBI Description 


(AC007063) hypothetical protein [Arabidopsis 


Seq. No. 


202007 


Seq. ID 


LIB3048-031-Q1-L1-E6 


Method 


BLASTX 


NCBI GI 


g4218121 


BLAST score 


145 


E value 


5.0e-09 


Match length 


121 


% identity 


33 


NCBI Description 


(AL035353) putative protein [Arabidopsis thai 


Seq. No. 


202008 


Seq. ID 


LIB3048-031-Q1-L1-E7 


Method 


BLASTX 


NCBI GI 


gl778378 


BLAST score 


216 


E value 


2.0e-17 


Match length 


62 


% identity 


74 


NCBI Description 


(U81289) NAPlPs [Pisum sativum] 



27447 



Spa No 


202009 

C~ \J \J \J -S 


Seq. ID 


LIB3048-031-Q1-L1-F1 


Method 


BLASTX 


NCBI GI 


g3892059 


BLAST score 


156 


E value 


2.0e-10 


Match, length 


130 


3: "i H^nt i t v 

o j_v_4.^i. j. l. -J- y 


36 




i Ar*002 "3*30 \ dtpHi pfpd t>t~("*i1~ p "i n n"F nnlcnnwn fnnrf 




\_ n.±. ciyj xuu kj o J- o L.lJLd.J.J_ciiici.j 


Qprr No 


202010 


Seq. ID 


LIB3048-031-Q1-L1-F10 


Method 


BLASTX 


NCBI GI 


gl407705 


BLAST score 


416 


E value 


4 . 0e-41 


Matrh 1 pncrth 


100 


%. \ Hpnf 1 fv 

O JL. 11 U -L L- V 


79 


NCBI DescTHntion 


(U602021 linoxvcrpnase* rSolannni tuhpTosnmT 

/ -1 I- k> ^i. V U^lluij^ v JLCll 1 LULL UJJ C .L» W O LU.LL J 


Qprr No 


202011 


Seq. ID 


LIB3048-031-Q1-L1-F2 


Method 


BLASTX 


NCBI GI 


gl906830 


BLAST score 


268 


"R V3 1 IIP 


5 Oe-24 


J. id Luii xctiy uii 


7fi 














Sea ID 


LIB3048-0' : -il-Ol-Ll-F4 


Method 


BLASTX 


NCBI GI 


g2498706 


BLAST score 


150 


E value 


1.0e-09 


Match length 


42 


% identity 


67 


NCBI Description 


ORIGIN RECOGNITION COMPLEX PROTEIN, SUBUNIT 2 



>gi_1113103 

(U40269) at0rc2p [Arabidopsis thaliana] >gi_3236239 
(AC004684) origin recognition complex protein [Arabidopsis 
thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



202013 

LIB3048-031-Q1-L1-F5 

BLASTX 

gl742951 

194 

8.0e-15 

45 

89 

(Y09817) Ca2+-ATPase [Arabidopsis thaliana] 
202014 

LIB3048-031-Q1-L1-F6 
BLASTX 



27448 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2827561 
223 

3.0e-18 

117 

41 

(AL021635) predicted protein [Arabidopsis thaliana] 
>gi_3292809_emb_CAA19799_ (AL031018) putative protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



202015 

LIB3048-031-Q1-L1-F7 

BLASTX 

g4455340 

442 

7.0e-44 

116 

68 

(AL035522) putative protein [Arabidopsis thaliana] 
202016 

LIB3048-031-Q1-L1-G1 

BLASTX 

gll29145 

621 

7.0e-65 

136 

89 

(X75329) acetyl-CoA C-acyltransferase [Mangifera indica] 
202017 

LIB3048-031-Q1-L1-G10 

BLASTX 

g2980641 

248 

3.0e-21 

112 

43 

(Y11250) multi resistance protein [Arabidopsis thaliana] 
202018 

LIB3048-031-Q1-L1-G11 

BLASTN 

g2829205 

141 

2.0e-73 

374 

19 

Gossypium hirsutum cultivar Siokra 1-2 proline-rich protein 
precursor (PRP) mRNA, complete cds 

202019 

LIB3048-031-Q1-L1-G12 

BLASTX 

g2791278 

170 

5.0e-12 
105 



27449 



% identity 

NCBI Description 



40 

(Z69257) beta-xylosidase [Hypocrea jecorina] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202020 

LIB3048-031-Q1-L1-G7 

BLASTX 

g2507422 

321 

1.0e-29 

135 

75 

CYSTATHIONINE GAMMA- SYNTHASE PRECURSOR (CGS) 
(O-SUCCINYLHOMOSERINE (THIOL) -LYASE) >gi_3293261 (AF039206) 
cystathionine gamma-synthase precursor [Arabidopsis 
thaliana] 



Seq. No. 


202021 


oeq. 1U 


T TR^n^P— n^i —Hi — T 1 —CP 


ncCiluu 


RT &QTY 




g^ooy^uu 


TUT J\ CT cnnra 

rjjjiioi score 




E value 


4 . ue-oi 


Match length 


loo 


Or *% ^"1 T"\ "V" 1 4* X T 

■5 luentity 


pd 




^ rtJ_i U J J J^> vJ j LJU.L.C11 L V C ylUUClli [nl aJJXUU^OXC 


Seq. No. 


202022 


oeq. iu 


t tr^hap— n^i -m — t i -pq 


Method 


T3T A C TV 


O T PT 


gzyoio / a 


DLinOi oL*^JJ_c2 




E value 


/ . ue— do 


Match length 




% identity 


Q1 




^nJjU^&l 1 :!/ pUL.aLJ.VC J. XJw'kJO^iLLCt J_ pi ULCXli uu 




thaliana] >gi_3036817_emb_CAA18507_ (ALO; 




protein L2 [Arabidopsis thaliana] 


Seq. No. 


202023 


Seq. ID 


LIB3048-031-Q1-L1-H1 


Method 


BLASTN 


NCBI GI 


gl67336 


BLAST score 


189 


E value 


1.0e-102 


Match length 


337 


% identity 


89 


NCBI Description 


Gossypium hirsutum Lea4-A gene f complete 


Seq. No. 


202024 


Seq. ID 


LIB3048-031-Q1-L1-H11 


Method 


BLASTX 


NCBI GI 


g3158376 


BLAST score 


336 


E value 


1.0e-31 


Match length 


122 


% identity 


57 



[Arabidopsis 
12373) ribosomal 



NCBI Description (AF035385) unknown [Arabidopsis thaliana] 



27450 



Seq. No. 


202025 


Seq. ID 


LIB3048-031-Q1-L1-H3 


Method 


BLASTX 


NCBI GI 


g2462756 


BLAST score 


388 


E value 


1.0e-37 


Match length 


122 


% identity 


66 


NCBI Description 


(AC002292) putative receptor kinase [Arabidopsis thai. 


Seq. No. 


202026 


Seq. ID 


LIB3048-031-Q1-L1-H5 


Method 


BLASTX 


NCBI GI 


g3928083 


BLAST score 


322 


E value 


8. Oe-30 


Match length 


117 


% identity 


53 


NCBI Description 


(AC005770) unknown protein [Arabidopsis thaliana] 


Seq. No. 


202027 


Seq. ID 


LIB3048-031-Q1-L1-H6 


Method 


BLASTX 


NCBI GI 


g2618699 


BLAST score 


206 


E value 


1. Oe-31 


Matph lencrhh 


112 


% identity 


63 




{AC002510) unknown protein [Arabidopsis thaliana] 


Sea. No. 


202028 


Seq. ID 


LIB3048-031-Q1-L1-H8 


Method 


BLASTX 


NCBI GI 


g2244971 


BLAST score 


573 


E value 


3. 0e-59 


Mat ch length 


142 


% identity 


73 


NCBI Description 


(297340) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


202029 


Seq. ID 


LIB3048-031-Q1-L1-H9 


Method 


BLASTX 


NCBI GI 


gl67367 


BLAST score 


781 


E value 


1.0e-83 


Match length 


148 


% identity 


99 


NCBI Description 


(L08199) peroxidase [Gossypium. hirsutum] 


Seq. No. 


202030 


Seq. ID 


LIB3048-032-Q1-L1-A1 


Method 


BLASTX 


NCBI GI 


g3152576 


BLAST score 


372 


E value 


9.0e-36 



27451 



© 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



123 
59 

(AC002986) Similar to liver-specific transport protein 
gb_L27651 from Rattus norviegicus . [Arabidopsis thaliana] 

202031 

LIB3048-032-Q1-L1-A10 

BLASTX 

g3426043 

340 

5.0e-32 

113 

61 

(AC005168) putative choline kinase 
202032 

LIB3048-032-Q1-L1-A11 
BLASTX 
gl943751 
194 

7.0e-15 
45 
89 

(U93845) 
protein, 



[Arabidopsis thaliana] 



Arabidopsis thaliana ER-type calcium pump 
complete sequence >gi_2078292 (U96455) ER-type 



Ca2+-pumping ATPase; ECAlp [Arabidopsis thaliana] 
202033 

LIB3048-032-Q1-L1-A2 

BLASTX 

g232031 

281 

4.0e-25 

95 

58 

ELONGATION FACTOR 1 BETA* >gi_322851_pir S29224 

translation elongation factor eEF-1 beta T chain - rice 
>gi_218161_dbj__BAA02253_ (D12821) elongation factor 1 beta 1 
[Oryza sativa] 

202034 

LIB3048-032-Q1-L1-A3 

BLASTX 

gl890575 

287 

8.0e-26 

68 

78 

(X93174) xyloglucan endotransglycosylase (XET) [Hordeum 
vulgar e] 

202035 

LIB3048-032-Q1-L1-A7 

BLASTX 

g4454484 

262 

8.0e-23 



27452 



Match length 

% identity 

NCBI Description 



103 
57 

(AC006234) putative diacylglycerol kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202036 

LIB3048-032-Q1-L1-A8 

BLASTX 

gl703108 

651 

2.0e-68 

126 

96 

ACTIN 2/7 >gi_2129525_pir S71210 actin 2 - Arabidopsis 

thaliana >gi_2129528_pir S68107 actin 7 - Arabidopsis 

thaliana >gi_1049307 {U37281) actin-2 [Arabidopsis 
thaliana] >gi_1943863 (U27811) actin7 [Arabidopsis 
thaliana] 



oeq. jno. 




beq. ID 


J_i±r5 jU4 o~U jZ yi lii 


Method 






g^ 4 JZO 00 


•Diirio i score 




E value 


7.0e-35 


Match length 


138 


% identity 




NCBI Description 


(ALUUdjUU) punamve reverse transcriptase ih.to.1 




unaiianaj 


Seq. No. 




Seq. ID 


LIBoU4o-U J^-Q1-L1-B1 


Lit; uiiuu. 




NCBI GI 


g!002796 


BLAST score 


514 


E value 


2.0e-52 


Match length 


119 


% identity 


76 


NCBI Description 


(U33915) CpmlO [Craterostigma plantagineum] 


Seq. No. 


202039 


Seq. ID 


LIB3048-032-Q1-L1-B11 


Method 


BLASTX 


NCBI GI 


g2330885 


BLAST score 


189 


E value 


2.0e-14 


Match length 


117 


% identity 


38 


NCBI Description 


(AJ000486) methionine gamma-lyase [Trichomonas 


Seq. No. 


202040 


Seq. ID 


LIB3048-032-Q1-L1-B12 


Method 


BLASTX 


NCBI GI 


gl255951 


BLAST score 


553 


E value 


6.0e-57 


Match length 


134 



27453 



% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



77 

(X96932) PS60 [Nicotiana tabacum] 
202041 

LIB3048-032-Q1-L1-B6 

BLASTX 

gl483230 

297 

4.0e-27 

76 

80 

(X99654) MADS 4 protein [Betula pendula] 



202042 

LIB3048-032-Q1-L1-B7 

BLASTX 

g585419 

234 

9.0e-26 

85 

68 

LIPOXYGENASE A >gi_482903 
[Lycopersicon esculentum] 



( U0 9 0 2 6 ) 1 ipoxygena s e 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202043 . 

LIB3048-032-Q1-L1-B8 

BLASTX 

g4100123 

158 

7.0e-ll 

93 

40 

(U94347) elongation factor EF-lalpha [Pyrobaculum 
aerophilum] 



Seq. No. 


202044 


Seq. ID 


LIB3048-032-Q1-L1-B9 


Method 


BLASTX 


NCBI GI 


g3395432 


BLAST score 


230 


E value 


3.0e-19 


Match length 


69 


% identity 


61 


NCBI Description 


(AC004683) unknown protein [Arabidopsis 


Seq. No. 


202045 


Seq. ID 


LIB3048-032-Q1-L1-C11 


Method 


BLASTX 


NCBI GI 


g2369766 


BLAST score 


376 


E value 


3.0e-36 


Match length 


102 


% identity 


69 


NCBI Description 


(AJ001304) hypothetical protein [Citrus 


Seq. No. 


202046 


Seq. ID 


LIB3048-032-Q1-L1-C12 



x paradisi] 



27454 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3426043 

156 

2.0e-10 

82 

46 

(AC005168) 



putative choline kinase [Arabidopsis thaliana] 



202047 

LIB3048-032-Q1-L1-C2 

BLASTX 

g3096919 

163 

1.0e-ll 

40 
78 

(AL023094) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

202048 

LIB3048-032-Q1-L1-C4 

BLASTX 

g2130149 

418 

2.0e-41 

85 
94 

translation elongation factor eEF-1 alpha chain - maize 
(fragment) 

202049 

LIB3048-032-Q1-L1-C6 

BLASTX 

g3096919 

171 

1.0e-12 

43 
70 

(AL023094) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202050 

LIB3048-032-Q1-L1-D1 

BLASTX 

g2129550 

441 

5.0e-44 

99 

84 

calcium- dependent protein kinase (EC 2.7.1.-) CDPK6 - 

Arabidopsis thaliana >gi_2129554__pir S71901 

calcium-dependent protein kinase 6 - Arabidopsis thaliana 
>gi_836940 (U20623) calcium-dependent protein kinase 
[Arabidopsis thaliana] >gi_836944 (U20625) 
calcium-dependent protein kinase [Arabidopsis thaliana] 
>gi_4454034_emb_CAA23031.1_ (AL035394) calcium-dependent 
protein kinase (CDPK6) [Arabidopsis thaliana] 



27455 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202051 

LIB3048-032-Q1-L1-D10 

BLASTN 

g4388705 

39 

2.0e-12 

103 

90 

Arabidopsis thaliana chromosome I BAG F20D21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

202052 

LIB3048-032-Q1-L1-D12 

BLASTX 

gll74592 

650 

2.0e-68 

122 

99 

TUBULIN ALPHA- 1 CHAIN >gi_2119270_pir S60233 alpha-tubulin 

- garden pea >gi_525332 (U12589) alpha-tubulin [Pisum 
sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202053 

LIB3048-032-Q1-L1-D2 

BLASTX 

gl931640 

277 

5.0e-25 

74 

65 

(U95973) Serine carboxypeptidase isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202054 

LIB3048-032-Q1-L1-D3 

BLASTX 

g4539292 

166 

4.0e-12 

44 

70 

(AL049480) putative ribosomal protein S10 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202055 

LIB3048-032-Q1-L1-D4 

BLASTX 

g3482933 

387 

1.0e-37 

98 
72 

(AC003970) Similar to cdc2 protein kinases 
thaliana] 



[Arabidopsis 



27456 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202056 

LIB3048-032-Q1-L1-D6 

BLASTX 

gll74592 

348 

3.0e-42 

95 

96 

TUBULIN ALPHA- 1 CHAIN >gi_2119270_pir S60233 alpha-tubulin 

- garden pea >gi_525332 (U12589) alpha-tubulin [Pisum 
sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202057 

LIB3048-032-Q1-L1-D7 

BLASTX 

g3152576 

208 

1.0e-16 

96 

45 

(AC002986) Similar to liver-specific transport protein 
gb_L27651 from Rattus norviegicus. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202058 

LIB3048-032-Q1-L1-D9 

BLASTX 

g3738257 

339 

5.0e-32 

71 
92 

(AB018410) cytosolic phosphoglycerate kinase 1 
nigra] 



[Populus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202059 

LIB3048-032-Q1-L1-E12 

BLASTX 

g2492681 

245 

7.0e-21 

123 
41 

PROBABLE COATOMER BETA SUBUNIT (BETA-COAT PROTEIN) 
(BETA-COP) >gi_1432173 (U62960) CopB [Dictyostelium 
discoideum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202060 

LIB3048-032-Q1-L1-E4 

BLASTX 

g4239845 

238 

3.0e-20 

104 

54 

(AB015855) transcription factor TEIL 



[Nicotiana tabacum] 



Seq. No. 



202061 



27457 



Seq. ID 


LIB3048-032-Q1-L1-E7 


Method 


BLASTX 


NCBI GI 


g4235430 


BLAST score 


220 


E value 


3.0e-18 


Match lencrth 


66 


% identity 


68 


NCBI Description 


(AF098458) latex-abundant 


Seq • No . 


202062 


Seq. ID 


LIB3048-032-Q1-L1-E9 


Method 


BLASTX 


NCBI GI 


gl33940 


BLAST score 


137 


E value 


1.0e-08 


Match length 


56 


% identity 


59 


NCBI Description 


4 OS RIBOSOMAL PROTEIN S3A 



[Hevea brasiliensis] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(S1A) >gi_70851_pir R3XL3A 

ribosomal protein S3a - African clawed frog 
>gi_65091__emb_CAA40592_ (X57322) ribosomal protein Sla 
[Xenopus laevis] 

202063 

LIB3048-032-Q1-L1-F1 

BLASTX 

gll74162 

592 

1.0e-61 

114 

91 

(U44976) ubiquit in-conjugating enzyme [Arabidopsis 
thaliana] >gi_3746915 (AF091106) E2 

ubiquitin-conjugating-like enzyme [Arabidopsis thaliana] 
202064 

LIB3048-032-Q1-L1-F10 

BLASTX 

g3892712 

536 

5.0e-55 

127 

82 

(AL033545) adenine phosphoribosyltransf erase (EC 2.4.2.7) 
like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202065 

LIB3048-032-Q1-L1-F11 
BLASTX 
g2146797 
532 

1.0e-54 

121 
80 

protein disulf ide-isomerase (EC 5.3.4.1 
>gi_1134968 (U41385) protein disulphide 

[Ricinus communis] >gi_1587210__prf 2206331A protein 

disulfide isomerase {Ricinus communis] 



- Castor bean 
isomerase PDI 



27458 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202066 

LIB3048-032-Q1-L1-F12 

BLASTX 

g3297827 

398 

8.0e-39 

96 

82 

(AL031032) 
thaliana] 



putative protein (fragment) [Arabidopsis 



O fc; ^ • IN w • 




Seq. ID 


LIB3048-032-Q1-L1-F6 


Method 


BLASTX 


iNL/DX ol 


y jijo j / u 


rsixRo i score 


OA £ 
i ft O 


E value 




lyjaxcn lenycn 


1 


% identity 


ou 


jnuoi Description 


U J J JO J J U.I1K.I10VVX1 l±±J- clJJl<J.U_fc-)CD J-S i 


beq. wo. 


ZUiU DO 


oeq. iu 


iilDJU'io \JO£ yi ill ro 


Method 


BLASTX 


NCBI GI 


gl272410 


BLAbi score 




E value 


l . ue jo 


Match length 


Q "3 
OJ 


% identity 


o o 


NCBI Description 


luozu^ioj liumunopniiin pieuuibui 


Ocvj. 1NO. 




beq. iu 


t TR^n^ ft — n ^9— ni — t 1 — ci n 

lil.D,jU*±0 UOi lil blU 


lYieT-noci 




NCBI GI 


gl929056 


BLAST score 


527 


E value 


O * U© O f± 


jxiaiicn lengtn 


1 9 A 
l<c f± 


% identity 




NCBI Description 


(Y12090) putative 3, 4-dihydroxy- 




[Lycopersicon esculentum] 


Seq. No. 


202070 


Seq. ID 


LIB3048-032-Q1-L1-G3 


Method 


BLASTX 


NCBI GI 


g4406818 


BLAST score 


375 


E value 


4.0e-36 


Match length 


89 


% identity 


74 


NCBI Description 


(AC006201) putative transcriptio 




[Arabidopsis thaliana] 


Seq. No. 


202071 


Seq. ID 


LIB3048-032-Q1-L1-G6 


Method 


BLASTX 



2-butanone kinase 



27459 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
^ Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g625509 
495 

2.0e-50 

100 

25 

ubiquitin precursor - Arabidopsis thaliana (fragment) 
202072 

LIB3048-032-Q1-L1-H10 

BLASTX 

gll68256 

559 

9.0e-58 

119 

80 

ASPARTATE AMINOTRANSFERASE , MITOCHONDRIAL PRECURSOR 
(TRANSAMINASE A) >gi_693688 (U15026) aspartate 

aminotransferase [Arabidopsis thaliana] >gi__3201622 
(AC004669) aspartate aminotransferase [Arabidopsis 

thaliana] 

202073 

LIB3048-032-Q1-L1-H12 

BLASTX 

gll9640 

207 

1.0e-16 

84 
48 

1-AMINOCYCLO PRO PANE- 1-CARBOXYLATE OXIDASE HOMOLOG (PROTEIN 

E8) >gi_82109_pir S01642 ripening protein E8 - tomato 

>gi_19199_emb_CAA31789_ (X13437) E8 protein [Lycopersicon 
esculentum] 

202074 

LIB3048-032-Q1-L1-H3 

BLASTX 

g2499524 

143 

4.0e-09 

88 

44 

RENAL SODIUM/ DICARBOXYLATE COTRANSPORTER 

(NA( + ) /DICARBOXYLATE COTRANSPORTER) >gi_2137022_pir 146528 

sodium/dicarboxylate cotransporter - rabbit (fragment) 
>gi_758384 (U12186) sodium/dicarboxylate cotransporter 
[Oryctolagus cuniculus] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202075 

LIB3048-032-Q1-L1-H7 

BLASTX 

g3393062 

399 

6.0e-39 

130 

55 

(Y17386) putative In2 . 



1 protein [Triticum aestivum] 



27460 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202076 

LIB3048-032-Q1-L1-H8 

BLASTX 

g3142303 

278 

8.0e-25 

114 

50 

(AC002411) Strong similarity to MRP-like ABC transporter 
gb_U92650 from A. thaliana and canalicular multi-drug 
resistance protein gb_L49379 from Rattus norvegicus. 
[Arabidopsis thaliana] 



Seq. No. 


202077 


Seq. ID 


LIB3048- 


Method 


BLASTX 


NCBI GI 


g2624383 


BLAST score 


353 


E value 


3. 0e-58 


Match length 


137 


% identity 


77 


NCBI Description 


(Y09447) 


Seq. No. 


202078 


Seq. ID 


LIB3048- 


Method 


BLASTX 


NCBI GI 


gl703200 


BLAST score 


625 


E value 


2.0e-65 


Match length 


128 


% identity 


92 


NCBI Description 


PROTEIN : 



-H9 



cinnamate 4-hydroxylase [Phaseolus vulgaris] 



ASE AFC2 >gi_601789 (U16177) protein kinase 
[Arabidopsis thaliana] >gi_642130_dbj_BAA08214_ (D45353) 
protein kinase [Arabidopsis thaliana] 

>gi_4220516_emb_CAA22989_ (AL035356) protein kinase (AFC2) 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202079 

LIB3048-033-Q1-L1-A10 

BLASTX 

g2351380 

283 

3.0e-25 

126 

44 

(U54559) translation initiation factor eIF3 p40 subunit 
[Homo sapiens] >gi_4503515_ref_NP_003747 . l_pEIF3S3_ UNKNOWN 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



202080 

LIB3048-033-Q1-L1-A3 

BLASTX 

g2245060 

216 

2.0e-17 

68 

59 



27461 



NCBI Description (Z97342) allergen homolog [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202081 

LIB3048-033-Q1-L1-A4 

BLASTX 

g2827143 

732 

7.0e-78 

144 

93 

(AF027174) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 

202082 

LIB3048-033-Q1-L1-A6 

BLASTX 

g282881 

199 

2.0e-15 

122 
39 

receptor-like protein kinase precursor - Arabidopsis 
thaliana >gi_16684 6 (M84658) receptor-like protein kinase 
[Arabidopsis thaliana] 

202083 

LIB3048-033-Q1-L1-A8 

BLASTX 

g543867 

421 

2.0e-41 

112 

80 

ATP SYNTHASE GAMMA CHAIN, MITOCHONDRIAL PRECURSOR 

>gi_1076684_pir A47493 H+-transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor - sweet potato 
>gi_303626_dbj_BAA03526_ (D14699) Fl-ATPase ganunma subunit 
[Ipomoea batatas] 



Seq. No. 


202084 


Seq. ID 


LIB3048-033 


Method 


BLASTX 


NCBI GI 


g4508068 


BLAST score 


190 


E value 


2.0e-14 


Match length 


66 


% identity 


62 


NCBI Description 


(AC005882) 


Seq. No. 


202085 


Seq. ID 


LIB3048-033 


Method 


BLASTX 


NCBI GI 


g4204265 


BLAST score 


231 


E value 


3.0e-19 


Match length 


121 


% identity 


45 



3063 [Arabidopsis thaliana] 



27462 



NCBI Description 



(AC005223) 45643 [Arabidopsis thaliana] 



Seq. 
Seq. 



No. 

ID 



202086 

LIB3048-033-Q1-L1-B10 





BLASTX 


NfRT GT 

LNvDl \J X 


al708401 


RT.&QT Genre* 


606 


Hi V CLJL UC 


4 Oe-63 


i id l. on iciiy Uii 


128 


^> XHCii i_ x L.y 


92 


NCRI Description 


ISOCITRATE DEHYI 




DECARBOX YLAS E ) 


Seq. No. 


202087 


q prr Tn 

. x u 


LIB3048-033-O1-] 




BLASTX 


NPRT 

LN V^O X ul 


y t iu uu 




185 


IT 1 no 
£j value 


O i UC XI 


rla LOil XeiiyL.Il 






65 




(AF053318) CCR4 


Seq. No. 


202088 


Corf TH 


T.TR^04ft-fl^?-nl - 

lllD JUIO U J J \£J- 


ixie Liioci 


RT ZX^TY 




y £ ft *£ UU JJ 




515 

J X J 


E value 


i . ue OZ 


Match length 


i n^ 




88 

o o 


TJPRT np^rri r>1~ i on 


(X98544) endo-1 


Seq. No. 


202089 


Seq. ID 


LIB3048-033-Q1- 


Method 


BLASTX 


NCBI GI 


gl362109 


BLAST score 


366 


E value 


5.0e-35 


Match length 


105 


% identity 


62 


NCBI Description 


PAR-la protein 



( IDH) 



fASE (NADP) (OXALOSUCCINATE 
(NADP+-SPECIFIC ICDH) (IDP) 



1 [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



common tobacco >gi_871485_emb_CAA58733_ 
(X83853) mRNA inducible by sucrose and salicylic acid and 
potato virus Y expressed in sugar-accumulating plants 
[Nicotiana tabacum] 

202090 

LIB3048-033-Q1-L1-B5 

BLASTX 

g3142303 

273 

4.0e-24 

136 

44 

(AC002411) Strong similarity to MRP-like ABC transporter 
gb_U92650 from A. thaliana and canalicular multi-drug 
resistance protein gb_L49379 from Rattus norvegicus . 



27463 



[Arabidopsis thaliana] 



Qt-\/~r Ma 
OcCJ. LNU* 


£. \J \J Zf -L 


Seq. ID 


T TR^04ft-0??-ni -T,1 -RR 

XiXJDOL/*±C> UJJ yi J-i-L 


Method 


BLASTX 


NCBI GI 


g548488 


Diinui auuic 


509 


IT wa 1 no 

Hi V Ct J_ Lit; 


9 Oe-52 


i v jat.cn xeiiyL.ii 


1 4^ 
ii j 


?r i rie^ni" 1 t v 


62 




POLYGALACTURONASE PRECURSOR (PG) (PECTINASE) 


fT.120191 nolvaalacturonase TActinidia delicio 


QpQ No 


202092 


Seq, ID 


LIB3048-033-Q1-L1-B9 


Method 


BLASTX 


NPRT QT 


a3947733 


J_>J_Lrt.O 1 OL.UI c 


400 


£j VctXUfc; 


5 0^-39 


M^tph 1 pnfrt*h 


130 


^ xu.eiiL.iL.y 




inL/DX uescxxpt-xuii 


^.TiU U \J _7 / X 17 } 1\ J_l Z. [_ O kJ-L CL1 iClill L. UUC J_ WO U1U J 


O C ^ • IN \ J • 




Seq. ID 


LIB3048-033-Q1-L1-C1 


Method 


BLASTX 


1NODX VjX 


rr99^1 0^4 


JbLiAo I score 


ccn 
jjU 


iii value 


i • ue jo 


i\iclL.OH -Lfciliy L-ll 


1 ^0 


% identity 


fi 9 


jniuoi uescr lpnon 


/VT 0 "7 Q R \ *M2iD \r n na cq T rpotrncol i niim n am itd 1 
\lli/OJ| i v lriir KlllabC 1 L Jtt! L.X UOtSXXliLULl V^XXO^UILIJ 


Ot;^ • 1N\J • 


902094 


Seq. ID 


LIB3048-033-Q1-L1-C10 


Method 


BLASTX 




a!272410 


DT ACT /-> -w /-\ 

Dixfio i score 


JlO 


T TT 1 1 lift 




1*1(2 Uv_,ll iciiy Lll 


106 


% identity 


Q1 

Z7X 


NCBI Description 


^UOiU^D; XluItLUnopniXXn picOUIbUi [ VlLld JLdJJctJ 


oeq* ino. 


90909^ 


oeq. id 


T TR^04 ft — 0^^— H1 — T 1 —PI 1 
LlDjUfiO Ujj yi XiX 


Method 


BLASTX 


NCBI GI 


g3598857 


JDlirlO 1 bCOIc 


X Z/O 


E value 


z . ue — z / 


Match length 


XX / 


% identity 


55 


NCBI Description 


(AF072447) short-chain alcohol dehydrogenase 




trifida] 


Seq. No. 


202096 


Seq. ID 


LIB3048-033-Q1-L1-C12 


Method 


BLASTX 



>gi_166325 



[Iporaoea 



27464 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2369766 
420 

2.0e-41 

115 

68 

(AJ001304) 



hypothetical protein [Citrus x paradisi] 



202097 

LIB3048-033-Q1-L1-C7 

BLASTX 

g2443320 

289 

6.0e-26 

106 

54 

(D85597) polyprotein [Oryza australiensis ] 
202098 

LIB3048-033-Q1-L1-C9 

BLASTX 

g3063392 

400 

5.0e-39 

113 

73 

(AB012932) Ca2+/H+ exchanger [Vigna radiata] 
202099 

LIB3048-033-Q1-L1-D1 

BLASTX 

g3355467 

166 

1.0e-ll 

134 

31 

(AC004218) hypothetical protein [Arabidopsis thaliana] 
202100 

LIB3048-033-Q1-L1-D10 

BLASTX 

gl399265 

201 

5.0e-16 

71 

58 

(U31751) calmodulin-domain protein kinase CDPK isoform 9 
[Arabidopsis thaliana] 

202101 

LIB3048-033-Q1-L1-D12 

BLASTX 

g4325338 

630 

5.0e-66 

127 

88 

(AF128392) No definition line found [Arabidopsis thaliana] 



27465 



o 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202102 

LIB3048-033-Q1-L1-D2 

BLASTX 

g4539423 

343 

2.0e-32 

92 

75 

(AL049171) pyrophosphate-dependent phosphof ructo-l-kinase 
[Arabidopsis t ha liana] 

202103 

LIB3048-033-Q1-L1-D3 

BLASTX 

gl928981 

221 

2.0e-18 

64 

72 

(U92651) tonoplast intrinsic protein bobTIP26-l [Brassica 
oleracea var. botrytis] 

202104 

LIB3048-033-Q1-L1-D5 

BLASTX 

g2494896 

547 

3.0e-56 

123 

46 

EUKARYOTIC TRANSLATION INITIATION FACTOR 3 DELTA SUBUNIT 
(EIF-3 DELTA) (EIF3 P36) (TGF-BETA RECEPTOR INTERACTING 

PROTEIN 1) (TRIP-1) >gi_2129749_pir S60256 TGF-beta 

receptor interacting protein 1 homolog - Arabidopsis 
thaliana >gi_1036803 (U36765) TGF-beta receptor interacting 
protein 1 homolog [Arabidopsis thaliana] 

202105 

LIB3048-033-Q1-L1-D8 

BLASTX 

gl001135 

189 

3.0e-14 

51 

75 

(D64001) acetolactate synthase 



[Synechocystis sp.] 



202106 

LIB3048-033-Q1-L1-D9 

BLASTX 

g2980770 

361 

2.0e-34 

101 

67 

(AL022198) putative protein kinase 



[Arabidopsis thaliana] 



27466 



II 



Seq. No. 


202107 


Seq. ID 


LIB3048-033-Q1-L1-E11 


Method 


BLASTN 


NCBI GI 


g899121 


BLAST score 


43 


E value 


6.0e-15 


Match length 


91 


% identity 


87 


NCBI Description 


Arabidopsis thaliana syntaxin homologue rciRNA, complete 


Seq. No. 


202108 


Seq. ID 


LIB3048-033-Q1-L1-E12 


Method 


BLASTX 


NCBI GI 


g2129578 


BLAST score 


567 


E value 


1. Oe-58 


Match length 


113 


% identity 


93 


NCBI Description 


dTDP-glucose 4-6-dehydratases homolog - Arabidopsis 




thaliana >gi 928932 emb CAA89205 (Z49239) homolog of 




dTDP— crlucose 4 — 6— dehydratases TArabidoosis thaliana 1 




>gi 1585435 prf 2124427B diamide resistance gene 




r &T*aV , i"i Hotiq i q "hl^a 1 "i ana 1 

J_ .fli CUD JL \JLW O _L O Ulld-L-LCtllCl j 


Sea No 


202109 

£m* \J +1* \J 


Seq. ID 


LIB3048-033-O1-L1-E3 


Method 


BLASTX 


NCBI GI 


gl407705 


BLAST score 


615 


E value 


3 . 0e-64 


Match 1 en nth 


144 


% identity 


81 


NCBT De^r "riot "i on 


\ \J \J \J ) J — L ^JKJ jti. y y CilCtO C [QUXCliiUILl L. UUC1 \J J UU.LL j 


Seq. No. 


202110 


Seq. ID 


LIB3048-033-Q1-L1-E4 


Method 


BLASTX 


NCBI GI 


g2129771 


BLAST score 


668 


E value 


2.0e-70 


Match length 


146 


% identity 


82 


NCBI Description 


xyloglucan endotransglycosylase-related protein XTR-6 



cds 



Arabidopsis thaliana >gi_1244758 (U43488) xyloglucan 
endotransglycosylase-related protein [Arabidopsis thaliana] 
>gi_4539299_emb_CAB39602.1_ (AL049480) xyloglucan endo-1, 
4-beta-D-glucanase (XTR-6) [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



202111 

LIB3048-033-Q1-L1-E5 

BLASTX 

g!361983 

502 

6.0e-51 

143 

73 



27467 



NCBI Description 



ARP protein - Arabidopsis thaliana >gi_88 6434_emb_CAA89858_ 
(Z49776) ARP protein [Arabidopsis thaliana] 



Seq. No. 


202112 


Seq. ID 


LIB3048-033-Q1-L1-E7 


tic L-llUlx 


BLASTX 




^7 8 597 8 
y-j f o j j / u 


JDJ-trt-O J. OUUiC 


185 


17 tt^ 1 lift 


9 . Oe-14 


L v ld.L.v_ll Xt5iiyt-Il 




9- t rlont - n +* \T 


7^ 


MPRT np^rri nti nn 


(AC005560) unknown protein [Arabidopsis thaliana] 




202113 

£-> \J L~ *1. *J 


Seq. ID 


LIB3048-033-Q1-L1-E8 


Method 


BLASTX 






OJ-I.MO J- DLUL c 




TP tt ^ 1 n 

Ha ValUc 




Ma +• c^Vi 1 or n"f~ Vi 


102 


% laenuity 




UcSCripuiUIl 


f7QQ19Ql H,T4?Sri4 9 fPlsr^nfa] nrotein DIFF33 LIKE) 




sapiens ] 


Seq. No. 


202114 


Seq. ID 


LIB3048-033-Q1-L1-E9 


Method 


BLASTX 


NCBI GI 


g!707857 


BLAST score 


641 


E value 


3.0e-67 


Match length 


134 



[Homo 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



90 

(Y09291) obtusifoliol 14-alpha-demethylase [Triticum 
aestivum] 

202115 

LIB3048-033-Q1-L1-F1 

BLASTX 

g2443329 

489 

2.0e-49 

143 

69 

(D86122) Mei2-like protein [Arabidopsis thaliana] 
202116 

LIB3048-033-Q1-L1-F10 

BLASTX 

g3598857 

318 

2.0e-29 

113 

55 

(AF072447) short-chain alcohol dehydrogenase [Ipomoea 
trifida] 



Seq. No. 



202117 



27468 



Seq. ID 


LIB3048-033-Q1-L1-F12 


Mpi~hnd 


BLASTX 


NCBI GI 


g2597826 


BLAST score 


201 


F. va 1 nA 

l_l v O.JL U.v^ 


1.0e-15 


M^t" 1 pnath 

Uu L Oil -L ciiy L.J.1 


51 


2? 1 Hp"nt" 1 

O XUC11 L. X l. _y 


71 


NCBI Descriction 


(Y14590) class IV chitinase [Arabidopsis thaliana] 




202118 


Seq. ID 


LIB3048-033-Q1-L1-F3 


Method. 


BLASTX 


NCBI GI 


gl245182 


BLAST score 


174 


F. Vr5 1 IIP 
J_J V CI J- uo 


1.0e-12 


Lid LOll X ci Ull 


33 




88 


NCBI Description 


(U49398) sterol delta-7 reductase [Arabidopsis thaliana] 


Spa No 


202119 


Sea. ID 


LIB3048-033-Q1-L1-F4 


Method 


BLASTX 


NCBI GI 


g3288823 


BLAST score 


194 


Hj v a -L u.o 


8 Oe-15 


T\Aa I - r~* n 1 on rri - Vi 
Lid i— on xciiy un 


57 


^ xueiiuxLy 




NPRT Dpsrrinfion 

O J_J -L 1-/^ l3 O X X I* J- Vll 


(AF063852) FUSS [Arabidopsis thaliana] 






Spa TO 


LIB3048-033-O1-L1-F7 


Mp1~htnH 


BLASTX 


NCBI GI 


gl70354 


BLAST score 


700 


F. va lnp 


3. Oe-74 


Mp +■ r*Vi 1 on nt" n 

J. IG L, Oil X ~1 i y L.11 


141 


% 1 H OTI t" 1 *f~ \7 

o luciii — l t—_y 


22 


NCBI Description 


(M74156) pentameric polyubiquitin [Nicotiana sylvestris] 




9091 91 

U X X 


Sea. ID 


LIB3048-033-Q1-L1-F9 




BLASTX 


NCBI GI 


g2501850 


BLAST score 


625 


F. v^i lnp 

111 VGIXU.^ 


2 Oe-65 


Matrh 1 on<"T+"n 
rictuon xdiyi,ii 


x^< / 


o j.ucULX uy 




NfRT np^rri nti nn 


(AF012823) GDP dissociation inhibitor [Nicotiana tabacum] 




9D91 99 




LIB3048-033-O1-L1-G10 


Mpthod 


BLASTX 


NCBI GI 


g3334147 


BLAST score 


518 


E value 


8.0e-53 


Match length 


124 


% identity 


81 



27469 




NCBI Description ENDOCHI TINAS E 1 PRECURSOR >gi_1469788 (U60197) class I 
chitinase [Gossypium hirsutum] 





Seq. No. 


202123 




Seq. ID 


LIB3048-033-Q1-L1-G11 




Method 


BLASTX 




NfRT CT 

LNV^J-JX ox 


a2997591 






"370 
*j t \j 




Hi VdXU.C 






Match, length 


121 




o XV-iCli 1 L L._y 


64 






f AFD9081 4} aliirnse— 6-Dhosnhate/nhosDhate-translocator 






precursor [Pisum sativum] 




Seq. No. 


202124 




Seq. ID 


LIB3048-033-Q1-L1-G12 




i. 1~ LllUU 


BLASTX 




LN X OX 






OXottO X OOUIC 


VJ >J 




Hi VClXLlC 


4 . 0e-16 




l v lci XtJliy L-ll 


lij 




% luenuity 




y 5 




fAF0694 4/M nutative oxidoreductase [ArabidoDsis thalianal 


jB 




9091 9R 




Seq. ID 


LIB3048-033-Q1-L1-G2 


Mi 


Method 


BLASTX 


y! 


JNODX OX 






DiiiiDi score 




s 


E value 






MalT"]! 1 nt hi 


78 








pa; 


LNU-JjX UcbCIiptlUIl 


^ 2i 1^0077 7 Q 1 frphal n«?P-fi-nhnc;nh3t"P T^hrjcsnVist*^ f At^I^i Hods is 

^ £-\£ \J\J f f t _7 f l_X CllulUoC U Delict LC j^»il^JO|-JlICl twOC {_ f^.J_ di^-Hwlv^^O -i_ *3 






■f- Vi a 1 T ana ] 




Seq. No. 


202126 




Seq. ID 


LIB3048-033-Q1-L1-G3 






DXxrlO lz\ 




lNk_,.Dx ox 


rr9ft Q4 RQft 
y o ?*i j^o 




JjXjrioJL oCOiu 


1 ^7 

X<J / 




U V CLX UC 


2 . Oe-10 




lW-a "f~ /™i V» 1 !■ 


fi9 




xQ.eriL.xT-y 








fAT,D91fiftQ^ nnhflt" n vp nrnfpi n f AraH"i dnn^ i ^ thalianal 




Sea. No. 


202127 




Seq. ID 


LIB3048-033-Q1-L1-G8 




Method 


BLASTX 




NCBI GI 


g3319457 




BLAST score 


170 




E value 


5.0e-12 




Match length 


98 




% identity 


38 




NCBI Description 


(AF077542) contains similarity to 0-linked GlcNAc 



transferases [Caenorhabditis elegans] 



Seq. No. 202128 

27470 



Seq. ID 


LIB3048-033-Q1-L1-H2 


Method 


BLASTX 


NCBI GI 


g3426048 


BLAST score 


392 


E value 


5.0e-38 


Match length 


140 


% identity 


77 


NCBI DescriDtion 


(AC005168) putative hydroxyniethylglutaryl - CoA lyase 




precursor [Arabidopsis thaliana] 


Seq. No* 


202129 


Seq. ID 


LIB3048-033-Q1-L1-H3 


Method 


BLASTX 


NCBI GI 


g3834323 


BLAST score 


174 


E value 


2.0e-12 


Match length 


135 


& i He^nt j t v 


33 


NCBI Description 


(AC005679) F9K20.25 [Arabidopsis thaliana] 


Seer. No. 


202130 


Seq. ID 


LIB3048-033-Q1-L1-H4 


Method 


BLASTX 


NCBI GI 


g417073 


BLAST score 


698 


E value 


7.0e-74 


Match length 


147 


% identity 


87 


NCBI Dp^rr iot ion 


GLUTAMATE SYNTHASE (NADH1 PRECURSOR (NADH-GOGAT) 




>ai 484S29 ni r JOI 977 aliitarnafe svnthaqe (NADH) (EC 




I 4 _ 1 1 4 \ ~ a 1 fl] f a >a-i 16641? fT,016fifH NADH-rrl nl-amst^ 

I I t • i • ii / axxuXLu y _i_ x u lii \xjvjj_vJvjlj ^ iN.rxLv'rx y J_ ix l» cuiici i_ c 




synthase rMedicacro ^a'hival 


Qprr No 


202131 


Seq. ID 


LIB3048-033-Q1-L1-H7 


Method 


BLASTX 


NCBI GI 


g2642158 


BLAST score 


620 


E value 


9 Oe-65 


Match lencrth 


142 




78 


NCBI Description 


(AC003000) hypothetical protein [Arabidopsis thaliana] 


Sea. No. 


202132 


Seq. ID 


LIB3048-034-Q1-L1-A1 


Method 


BLASTX 


NCBI GI 


g2369714 


BLAST score 


700 


T? V£J 1 HA 
i— i V CLJ- IX O 


4 . Oe-74 


Match lencrth 


140 






NCBI Description 


(Z97178) elongation factor 2 [Beta vulgaris] 


Seq. No. 


202133 


Seq. ID 


LIB3048-034-Q1-L1-A10 


Method 


BLASTX 


NCBI GI 


g2642158 



27471 



BLAST score 


436 


E value 


3.0e-45 


Match length 


106 


% identity 


83 


NCBI Description 


(AC003000) hypothetical protein [Arabidopsis thaliana] 


Seg. No, 


202134 


Seq. ID 


LIB3048-034-Q1-L1-A11 


Method 


BLASTX 


NCBI GI 


g2739381 


BLAST score 


187 


E value 


9.0e-28 


Match length 


110 


% identity 


60 


NCBI Description 


(AC002505) putative patatin [Arabidopsis thaliana] 


Seq. No. 


202135 


Seq. ID 


LIB3048-034-Q1-L1-A2 


Method 


BLASTX 


NCBI GI 


g4262142 


BLAST score 


332 


E value 


5.0e-31 


Match length 


105 


% identity 


58 


NCBI Description 


(AC005275) putative alcohol dehydrogenase [Arabidopsis 




thaliana] 


Seq. No. 


202136 


Seq. ID 


LIB304 8-034 -Q1-L1-A4 


Method 


BLASTX 


NCBI GI 


g4098244 


BLAST score 


612 


E value 


7.0e-64 


Match length 


138 


% identity 


84 


NCBI Description 


(U76409) homeobox 1 protein [Lycopersicon esculentum] 


Seq. No. 


202137 


Seq. ID 


LIB3048-034-Q1-L1-A6 


Method 


BLASTX 


NCBI GI 


g3218396 


BLAST score 


241 


E value 


2.0e-20 


Match length 


91 


% identity 


51 


NCBI Description 


(AL0238 60) hypothetical protein [Schizosaccharomyces pc 


Seq. No. 


202138 


Seq. ID 


LIB3048-034-Q1-L1-A9 


Method 


BLASTX 


NCBI GI 


gl332579 


BLAST score 


567 


E value 


1.0e-58 


Match length 


116 


% identity 


10 


NCBI Description 


(X98063) polyubiquitin [Pinus sylvestris] 



27472 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202139 

LIB3048-034-Q1-L1-B1 

BLASTX 

g3336903 

476 

7.0e-48 

127 

72 

(Y10809) bZIP DNA-binding protein [Petroselinum crispum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202140 

LIB3048-034-Q1-L1-B12 

BLASTX 

g4455317 

177 

7.0e-13 

123 

12 

(AL035528) putative disease resistance protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202141 

LIB3048-034-Q1-L1-B2 

BLASTX 

g3892055 

367 

4.0e-35 

104 

70 

(AC002330) putative transport protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202142 

LIB3048-034-Q1-L1-B5 

BLASTX 

g3738257 

456 

1.0e-45 

105 

86 

(AB018410) cytosolic phosphoglycerate kinase 1 
nigra] 



[Populus 



202143 

LIB3048-034-Q1-L1-B8 

BLASTX 

g4263695 

279 

6.0e-25 

139 

22 

(AC006223) putative myosin II heavy chain [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 



202144 

LIB3048-034-Q1-L1-B9 
BLASTX 



2J473 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4432860 
301 

1.0e-27 

88 
10 

(AC006300) putative glucose-induced repressor protein 
[Arabidopsis thaliana] 



Sea No 


202145 


OC^» X u 


LIB304 8-034-O1-L1-C10 


Men -h H aH 


BLASTX 


NCBI GI 

JLM \s U X VJ X 


a2369766 


BLAST score 


435 


F VP 1 HP 

lit VdXUiG 


4 . Oe-43 


Match length 


115 


% identity 


70 


IN J_) X iT LVJll 


(AJ001304} hvoothetical Drotein 






Sea ID 


LIB3048-034-Q1-L1-C12 




OlxrlO XA 


INL/tSx lax 


rr4 £4 O £ 
y *iO J Oft £. O 


oxxrio X oL/UI C 


41 9 


F. T73 1 HP 
Xli V CLJ- LLC? 


3 . 0e-41 


Ms"hph 1 pnn"h]i 


119 


% identity 


66 


NCBI Description 


(AF090835) Ca2+-dependent prote: 




crystal linum] 


Seq. No. 


202147 


Seq. ID 


LIB3048-034-Q1-L1-C3 


Method 


BLASTX 


NCBI GI 


g2739279 


BLAST score 


356 


E value 


7.0e-34 


Match length 


121 


% identity 


60 


NCBI Description 


(AJ223177) short chain alcohol « 



[Mesembryanthemum 



tabacum] >gi_2791348_emb_CAA11154_ (AJ223178) short chain 
alcohol dehydrogenase [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202148 

LIB3048-034-Q1-L1-C6 

BLASTX 

g4239845 

175 

1.0e-12 

49 

71 

(AB015855) transcription factor TEIL [Nicotiana tabacum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



202149 

LIB3048-034-Q1-L1-C7 

BLASTX 

g2130051 

595 

6.0e-62 



27474 



Match length 

% identity 

NCBI Description 



127 
83 

xylose isomerase (EC 5.3.1.5) - barley 
>gi_1296807_emb_CAA64544_ (X95256) xylose isomerase 

[Hordeum vulgare] >gi_1588664_prf 2209268A xylose 

isomerase [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202150 

LIB3048-034-Q1-L1-C8 

BLASTX 

g465010 

455 

1.0e-45 

107 

81 

URICASE II CLONE PCCLNUO-01 (URATE OXIDASE) 

>gi_1086286_pir S38911 uricase II - Canavalia lineata 

>gi_432629_emb_CAA53904_ (X76286) uricase II [Canavalia 
lineata] 



O /~\ i-T \Ta 

beq. wo. 


9091 m 


beq. xu 


t tuipia Q— n^A— m — t i — m 
lidjU4o Ujft yi JjJ. ui 


lyier-noa 


"RT QCTY 


NCBI bl 


-O Q 0*7*7 1 Q 


OTA GT 1 qpnrp 


259 


E value 


2.0e-22 


Match length " 


129 


% identity 


51 


NCBI Description 


(AL021684) retrotransposon - like prote; 




thaliana] 


Seq. No. 


202152 


Seq. ID 


LIB3048-034-Q1-L1-D11 


Method 


BLASTX 


NCBI GI 


g872116 


BLAST score 


250 


E value 


7.0e-22 


Match length 


77 


% identity 


29 


NCBI Description 


(X79770) sti (stress inducible protein) 


Seq. No. 


202153 


Seq. ID 


LIB3048-034-Q1-L1-D3 


Method 


BLASTX 


NCBI GI 


gl657621 


BLAST score 


551 


E value 


1.0e-56 


Match length 


128 


% identity 


80 


NCBI Description 


(U72505) G6p [Arabidopsis thaliana] >gi 



[Glycine max] 



68711 (AF049236) 
putative acyl-coA dehydrogenase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



202154 

LIB3048-034-Q1-L1-D4 

BLASTX 

g3152609 

347 



27475 



E value 
Match length 
% identity 
NCBI Description 



9.0e-33 

119 

55 

(AC004482) putative Su(var)3-9 protein [Arabidopsis 
thaliana] 



Sea- No. 


202155 


Sea ID 


LIB3048-034-O1-L1-D6 


Method 


BLASTX 


NCBI GI 


g3687230 


BLAST score 


488 


E value 


3.0e-49 


Match length 


132 


% identity 


73 


NCBI Description 


(AC005169) hypothetical protein [Arabidopsis thai; 


Seq. No. 


202156 


Seq. ID 


LIB3048-034-Q1-L1-D7 


Method 


BLASTX 


NCBI GI 


gl888357 


BLAST score 


189 


E value 


3.0e-14 


Match length 


129 


% identity 


40 


NCBI Description 


(X98130) alpha-mannosidase [Arabidopsis thaliana] 



>gi_1890154_emb_CAA72432_ (Y11767) 
precursor [Arabidopsis thaliana] 



a lpha-mannos idas e 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202157 

LIB3048-034-Q1-L1-D8 

BLASTX 

g2088647 

487 

2.0e-49 

114 

82 

(AF002109) hypothetical protein [Arabidopsis thaliana] 
>gi_3158394 (AF036340) LRR-containing F-box protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202158 

LIB3048-034-Q1-L1-E1 

BLASTX 

g4455210 

307 

4.0e-28 
127 
50 

(AL035440) 
thaliana] 



putative aspartate-tRNA ligase [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



202159 

LIB3048-034-Q1-L1-E12 

BLASTX 

gl486472 

311 

3.0e~45 



27476 



Match length 

% identity 

NCBI Description 



114 
84 

(X99853) oxoglutarate malate translocator [Solanum 
tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202160 

LIB3048-034-Q1-L1-E2 

BLASTX 

g4454012 

201 

3-0e-16 

52 
73 

(AL035396) Pollen-specific protein precursor like 
[Arabidopsis thaliana] 

202161 

LIB3048-034-Q1-L1-E3 

BLASTX 

g282881 

183 

9.0e-14 

90 
41 

receptor-like protein kinase precursor - Arabidopsis 
thaliana >gi_166846 (M84658) receptor-like protein kinase 
[Arabidopsis thaliana] 

202162 

LIB3048-034-Q1-L1-E4 

BLASTX 

g2369714 

361 

2.0e-34 

124 

71 

(Z97178) elongation factor 2 



[Beta vulgaris] 



202163 

LIB3048-034-Q1-L1-E5 

BLASTX 

g3297816 

409 

5.0e-40 

114 
74 

(AL031032) putative protein [Arabidopsis thaliana] 
202164 

LIB3048-034-Q1-L1-E6 

BLASTX 

g2369714 

298 

2.0e-46 

115 
80 

(Z97178) elongation factor 2 [Beta vulgaris] 



27477 



® 



Seq. No. 


202165 


Seq. ID 


LIB3048-034-Q1-L1-E8 


Method 


BLASTX 


NCBI GI 


gl620009 


BLAST score 


165 


E value 


2-0e-U 


Match length 


140 


% identity 


29 


NCBI Description 


(D85184) flavonoid 3 ' , 5 1 -hydroxylase [Gentiana triflora] 


Seq. No. 


202166 


Seq. ID 


LIB3048-034-Q1-L1-F1 


Method 


BLASTX 


NCBI GI 


g3552003 


BLAST score 


612 


E value 


7.0e-64 


Match length 


138 


% identity 


86 


NCBI Description 


(AF085083) alcohol dehydrogenase A [Gossypium hirsutum] 



>gi_3552005 (AF085084) alcohol dehydrogenase A [Gossypium 
hirsutum] >gi_3552007 (AF085085) alcohol dehydrogenase A 
[Gossypium hirsutum] >gi_4140632 (AF090165) alcohol 
dehydrogenase A [Gossypium hirsutum] >gi_4140634 (AF090166) 
alcohol dehydrogenase A [Gossypium hirsutum] >gi_4140636 
(AF090167) alcohol dehydrogenase A [Gossypium hirsutum] 
>gi_4140638 (AF090168) alcohol dehydrogenase A [Gossypium 
hirsutum] 



Seq. No. 


202167 




Seq. ID 


LIB3048-034-Q1- 


-L1-F2 


Method 


BLASTX 




NCBI GI 


g3021336 




BLAST score 


376 




E value 


3.0e-36 




Match length 


96 




% identity 


74 




NCBI Description 


(AJ224957) RGA- 


-like [Arabidopsis thaliana] 


Seq. No. 


202168 




Seq. ID 


LIB3048-034-Q1- 


-L1-F5 


Method 


BLASTX 




NCBI GI 


gll3742 




BLAST score 


173 




E value 


2.0e-12 




Match length 


124 




% identity 


34 




NCBI Description 


AMINOPEPTIDASE 


N (ALPHA-AMINOACYLPEPTIDE HYDROLASE) 



>gi_147142 (M15273) peptidase N [Escherichia coli] 
>gi_147144 (M15676) aminopeptidase N [Escherichia coli] 
>gi_1787163 (AE000195) aminopeptidase N [Escherichia coli] 
>gi_4062498_dbj_BAA35684__ (D90731) Aminopeptidase n (EC 
3.4.11.2) (alpha-aminoacylpeptide hydrolase). [Escherichia 
coli] 

Seq. No. 202169 

Seq. ID LIB3048-034-Q1-L1-F6 



27478 



Method BLASTX 

NCBI GI g3297816 

BLAST score 577 

E value 1.0e-59 

Match length 141 

% identity 80 

NCBI Description (AL031032) putative protein [Arabidopsis thaliana] 

Seq. No. 202170 

Seq. ID LIB3048-034-Q1-L1-F7 

Method BLASTX 

NCBI GI g3894165 

BLAST score 14 6 

E value 3.0e-09 

Match length 53 

% identity 53 

NCBI Description (AC005312) hypothetical protein [Arabidopsis thaliana] 

Seq, No. 202171 

Seq. ID LIB3048-034-Q1-L1-F8 

Method BLASTX 

NCBI GI g4204297 

BLAST score 712 

E value 1.0e-75 

Match length 142 

% identity 94 

NCBI Description (AC003027) ADK1 [Arabidopsis thaliana] 

Seq. No. 202172 

Seq. ID LIB3048-034-Q1-L1-G10 

Method BLASTX 

NCBI GI g4115371 

BLAST score 339 

E value 5.0e-32 

Match length 82 

% identity 74 

NCBI Description (AC005967) unknown protein [Arabidopsis thaliana] 

Seq. No. 202173 

Seq. ID LIB3048-034-Q1-L1-G12 

Method BLASTX 

NCBI GI g3158376 

BLAST score 352 

E value 2.0e-33 

Match length 127 

% identity 57 

NCBI Description (AF035385) unknown [Arabidopsis thaliana] 

Seq. No. 202174 

Seq. ID LIB3048-034-Q1-L1-G4 

Method BLASTX 

NCBI GI g2129759 

BLAST score 491 

E value 1.0e-49 

Match length 130 

% identity 76 

NCBI Description UDPglucose 4-epimerase (EC 5.1.3.2) - Arabidopsis thaliana 



27479 



>gi_1143392_emb_CAA90941__ (Z54214) uridine diphosphate 
glucose epimerase [Arabidopsis thaliana] 



Sea. No. 


202175 


Sea ID 


LIB304 8-034 -01-L1-G7 


Method 


BLASTX 


NCBI GI 


g82131 


BLAST score 


425 


R va Ine 


6.0e-42 


Matph 1 en at hi 


126 


% identity 


68 


NCBT Description 


beta-glucanase (EC 3.2.1.-) precursor - curled-leaved 




tobacco (fragment) >gi 829281 emb CAA30261 (X07280) 




beta-glucanase [Nicotiana plumbaginifolia] 


Seq. No. 


202176 


Seq. ID 


LIB3048-034-Q1-L1-G9 


MpthnH 


BLASTX 


IN \s JJ X Ul 


a 4454052 


RT.A^T qporp 


144 


F, value 

V -1— ^<1^ 


5.0e-09 




89 




42 


NPRT Description 


(AL035394) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


202177 


Seq. ID 


LIB3048-034-Q1-L1-H1 




RT.A^TX 
Dijrlvj x /v 


NfPRT C1T 


rrl R41 464 


JjXjriO X OUUIC 




E value 


9.0e-20 




83 




40 




(Y11002) LIM-domain SF3 protein [Nicotiana tabacum] 


kjcvj< IN • 


9091 78 


Seq. ID 


LIB304S-034-Q1-L1-H10 


Method 


BLASTX 




a3152576 


RT.A9T «?rTir*^ 


353 


IT T7"^ 1 no 
J_j V ax LiC 


1 Oe-33 


Match length 


123 


O 1UCULX uy 


57 


IN J_> _L UCOLJ LJ-J 1 — LVJli 


(AC00?9ftfi} Similar to liver-srjecif ic transDort orotein 




gb L27651 from Rattus norviegicus. [Arabidopsis thaliana] 


Seq. No. 


202179 


Seq. ID 


LIB3048-034-Q1-L1-H2 


Method 


BLASTX 


NCBI GI 


g2499819 


BLAST score 


541 


E value 


2.0e-55 


Match length 


141 


% identity 


71 


NCBI Description 


ASPARTIC PROTEINASE ORYZASIN 1 PRECURSOR 



>gi_2130068_pir S66516 aspartic proteinase 1 precursor - 

rice >gi 1030715_dbj_BAA06876_ (D32165) aspartic protease 



27480 



[Oryza sativa] >gi__1711289_dbj_BAA06875_ 
protease [Oryza sativa] 



(D32144) aspartic 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202180 

LIB3048-034-Q1-L1-H4 

BLASTX 

g3152609 

153 

1.0e-10 

55 

49 

(AC004482) putative Su{var)3-9 protein [Arabidopsis 
thaliana] 



Seq. No. 


202181 


Seq. ID 


LIB3048-034-Q1-L1-H5 


Method 


BLASTX 


NCBI GI 


a-2624383 




jj / 


£j ValUc 




Matnh 1 pnath 

Liu U vll 


138 


§; i H oni" i ft; 
o xuciii.ii.y 


78 


LN^D x UCOL>J. XJJ1.1U11 


^ 1 U J M ^ / f V^>-L1J.1 1CLLLLCI ^ w llyUl \J A y -l_d O C [_ X. 1 1 CJ. > w W -l_ Uu 


Sea. No. 


202182 


Seq. ID 


LIB3048-034-Q1-L1-H7 


Method 


BLASTX 




al304227 


DllfltJl DLUIC 




U 1 Tra "1 1 1 o 

Hi VC1J.UG 


3 . 0e-51 


J. JQ L. XC1 iy l_.il 


137 




fid 




fnfi^7R1 ^ Fnnxi Hp htvHTol 1" f^l vr i tip ttip 3f 1 




>ai 2764804 emb CAA55293 (X78547) eooxide ] 




[Glycine max] 


Seq. No. 


202183 


Seq. ID 


LIB3048-035-Q1-L1-A10 


Method 


BLASTX 


NCBI GI 


g3582328 


BLAST score 


210 


E value 


3.0e-20 


Match length 


105 


% identity 


51 


NCBI Description 


(AC005496) hypothetical protein [Arabidopsi; 


Seq. No. 


202184 


Seq. ID 


LIB3048-035-Q1-L1-A2 


Method 


BLASTX 


NCBI GI 


g4433048 


BLAST score 


393 


E value 


3.0e-38 


Match length 


123 


% identity 


62 


NCBI Description 


(D26578) DNA-binding protein [Daucus carota 


Seq. No. 


202185 



27481 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3048-035-Q1-L1-A3 

BLASTX 

g2275204 

144 

5.0e-09 

107 

33 

{AC002337) DNA binding protein isolog [Arabidopsis 
thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202186 

LIB3048-035-Q1-L1-A4 

BLASTX 

g4033424 

463 

2.0e-46 

104 

85 

SOLUBLE INORGANIC 
PHOS PHO- H YDROLAS E 



PYROPHOSPHATASE (PYROPHOSPHATE 
(PPASE) >gi_2668746 (AF034947) inorganic 



pyrophosphatase [Zea mays] 
202187 

LIB3048-035-Q1-L1-A6 

BLASTX 

g2642158 

509 

9.0e-52 

140 

71 

(AC003000) hypothetical protein [Arabidopsis thaliana] 
202188 

LIB3048-035-Q1-L1-A7 

BLASTX 

g464707 

516 

1.0e-52 

105 

95 

40S RIBOSOMAL PROTEIN S18 >gi_480908_pir S37496 ribosomal 

protein S18.A - Arabidopsis thaliana 

>gi_405613_emb_CAA80684_ (Z23165) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_434343_emb_CAA82273_ (Z28701) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_434345_emb_CAA82274__ (Z28702) S18 ribosomal protein 
[Arabidopsis thaliana] >gi_434906_emb_CAA82275_ (Z28962) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_2505871_emb_CAA72909_ (Y12227) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_3287678 (AC003979) Match to 
ribosomal S18 gene mRNA gb_Z28701, DNA gb_Z23165 from A. 
thaliana. ESTs gb__T21121, gb_Z17755, gb_R64776 and 
gb_R30430 come from this gene. [Arabidopsis thaliana] 
>gi_4538910_emb__CAB39647.1_ (AL049482) S18.A ribosomal 
protein [Arabidopsis thaliana] 



Seq. No. 



202189 



27482 



Seg. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3048-035 
BLASTX 
g2497538 
243 

1.0e-20 

94 

56 

PYRUVATE 
pyruvate 



-Q1-L1-A8 



KINASE, CYTOSOLIC ISOZYME >gi_466350 (L08632) 
kinase [Glycine max] 



oeg. wo - 


9H91 Qfl 

& JL-7U 


C arr Tf) 


T.TR304R-035-O1-L1-A9 




J_>XlXT.kJ ± /v 


NCBI GI 


gl654140 


BLAST score 


584 


E value 


X • uc ou 


i-iai-cn xengtn 


1 9ft 
X<£ O 


% identity 


ft £ 
0 D 


WL-riX uescrxption 




beg. no. 


9A91 Q1 


beg. id 


T TR^fl4ft-n^S-nl -T.I -R1 

ijlDJU'iO UJJ V; X Jj x ox 


i v ieT,noa 




NCBI GI 


g3158376 


BLAST score 


350 


E value 


o • ue jj 


iXLatcn lengrn 




% identity 


DO 


NCBI Description 


ln£ U JJ JO J j UIlKnOWn LiiXajJitlULJiaXo LIlclxx cilia. J 


Seq* No. 




beq. ±u 


T TR^PlAft — fl^R— HI — T 1 — Rl 9 
LIDjU^O Ujj JjI 


Method 


Dxtrio 1 A 






BLAST score 


435 


E value 


4.0e-43 


Match length 


108 


% identity 


40 


NCBI Description 


stress-induced protein stil - soybean 


Seg. No. 


202193 


Seq. ID 


LIB3048-035-Q1-L1-B2 


Method 


BLASTX 


NCBI GI 


gl001135 


BLAST score 


169 


E value 


5.0e-12 


Match length 


51 


% identity 


67 


NCBI Description 


(D64001) acetolactate synthase [Synechocystis sp. 



Seg. No. 
Seg. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



202194 

LIB3048-035-Q1-L1-B3 

BLASTX 

gl26770 

713 

1.0e-75 

135 



27483 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



99 

MALATE SYNTHASE, GLYOXYSOMAL >gi_68218_pir SYCNMU malate 

synthase (EC 4.1.3.2) - upland cotton 

>gi_18507_emb_CAA36546_ (X52305) malate synthase (AA 1-567] 
[Gossypium hirsutum] 

202195 

LIB3048-035-Q1-L1-B4 

BLASTX 

g2827546 

329 

1.0e-30 

126 

48 

(AL021635) cytochrome P450 like protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



202196 

LIB3048-035-Q1-L1-B5 

BLASTX 

g3914002 



BLAST score 


462 


E value 


3 . ue-4 o 


Match length 


1 3 3 


% identity 


71 


NCBI Description 


wfTTAr'UMTnDTTiT T rvM DT5Pi r TT?Zi QF HOMO!" .Oft. 1 PRFPFIRSOR >cri , 


(AFOojooi ) Lon protease [AraDiaopsis tndj.j-ciiicij 


Seq. No. 




Seq. ID 


LIB304o-0 oo-Qi-Ll-bb 


Method 




NCBI GI 


g!841464 


BLAST score 


270 


E value 


9.0e-24 


Match length 


52 


% identity 


48 


NCBI Description 


(Y11002) LIM-domain SF3 protein [Nicotiana tabacum] 


Seq. No. 


202198 


Seq. ID 


LIB3048-035-Q1-L1-B7 


Method 


BLASTX 


NCBI GI 


gl407705 


BLAST score 


606 


E value 


3.0e-63 


Match length 


130 


% identity 


85 


NCBI Description 


(U60202) lipoxygenase [Solanum tuberosum] 


Seq. No. 


202199 


Seq. ID 


LIB3048-035-Q1-L1-B9 


Method 


BLASTX 


NCBI GI 


g4455365 


BLAST score 


256 


E value 


4.0e-22 


Match length 


57 


% identity 


77 


NCBI Description 


(AL035524) putative protein [Arabidopsis thaliana] 



27484 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202200 

LIB3048-035-Q1-L1-C1 

BLASTX 

g2244792 

606 

3.0e-63 

127 

83 

(Z97336) ankyrin homolog [Arabidopsis thaliana] 
202201 

LIB3048-035-Q1-L1-C2 

BLASTX 

g3559816 

530 

3.0e-54 

137 

74 

(Y15782) transketolase 2 [Capsicum annuum] 
202202 

LIB3048-035-Q1-L1-C8 

BLASTX 

g3367522 

137 

6.0e-16 

105 
50 

(AC004392) EST gb_T04691 comes from this gene. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202203 

LIB3048-035-Q1-L1-C9 

BLASTX 

g2827546 

329 

1.0e-30 

131 

47 

(AL021635) cytochrome P450 like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202204 

LIB3048-035-Q1-L1-D10 

BLASTX 

g2443878 

331 

6.0e-31 

128 

56 

(AC002294) Unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



202205 

LIB3048-035-Q1-L1-D12 

BLASTX 

g2507421 



27485 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



179 

5.0e-14 

48 

90 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG >gi_1800277 
(U81042) translation initiation factor [Arabidopsis 
thaliana] >gi_4490709_emb_CAB38843 . 1__ (AL035680) 
translation initiation factor [Arabidopsis thaliana] 



Seq. ' No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202206 

LIB3048-035-Q1-L1-D2 

BLASTX 

g3025276 

258 

2.0e-22 

135 

40 

HYPOTHETICAL 62.8 KD PROTEIN IN SSE1-CAR1 INTERGENIC REGION 

>gi_2132982_pir S62012 probable membrane protein YPL109c - 

yeast (Saccharomyces cerevisiae) >gi_1163104 (U43503) 
Lphl7p [Saccharomyces cerevisiae] 



C 1 y-s j-T Vf n 

beq. jno . 


ZUZZU / 


beq. iu 




Method 




NCBI GI 


g2618699 


BLAST score 


176 


E value 


y . ue-i o 


Match length 


b9 


% identity 


54 


NCBI Description 


(AC002510) unknown protein [Arabidopsis thaliana] 


Seq. No. 


202208 


Seq. ID 


LIB3048-035-Q1-L1-D6 


Method 


BLASTN 


NCBI GI 


g3128135 


BLAST score 


37 


E value 


2.0e-ll 


Match length 


161 


% identity 


85 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, TAC 




K19E1, complete sequence [Arabidopsis thaliana] 


Seq. No. 


202209 


Seq. ID 


LIB3048-035-Q1-L1-D7 


Method 


BLASTX 


NCBI GI 


g4454012 


BLAST score 


465 


E value 


1.0e-46 


Match length 


135 


% identity 


66 


NCBI Description 


(AL035396) Pollen-specific protein precursor like 




[Arabidopsis thaliana] 


Seq. No. 


202210 


Seq. ID 


LIB3048-035-Q1-L1-D9 


Method 


BLASTX 



clone: 



27486 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2275204 
362 

1.0e-34 

85 
78 

(AC002337) DNA binding protein isolog [Arabidopsis 
thaliana] 

202211 

LIB3048-035-Q1-L1-E10 

BLASTX 

g2465923 

213 

4.0e-17 

123 

22 

(AF024648) receptor-like serine/threonine kinase 
[Arabidopsis thaliana] 

202212 

LIB3048-035-Q1-L1-E11 

BLASTN 

g2656025 

41 

9.0e-14 

57 

93 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MCD7 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202213 

LIB3048-035-Q1-L1-E12 

BLASTX 

g2827718 

256 

4.0e-22 

132 

50 

(AL021684) 
thaliana] 



retrotransposon - like protein [Arabidopsis 



Seq. No. 

££q. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202214 

LIB3048-035-Q1-L1-E2 

BLASTX 

gl009232 

204 

5.0e-16 

73 

60 

(L38828) EF-l-alpha-related GTP-binding protein [Nicotiana 
tabacum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



202215 

LIB3048-035-Q1-L1-E3 

BLASTX 

g2245060 

253 



27487 



E value 


9.0e-22 


Match length 


70 


% identity 


66 


NCBI Description 


(Z97342) allergen homo log [Arabidopsis thaliana] 


Sea. No. 


202216 


Seq. ID 


LIB3048-035-Q1-L1-E4 


Method. 


BLASTX 


NCBI GI 


g4262228 


BLAST score 


386 


E value 


2.0e-37 


Match length 


136 


% identity 


32 


NCBI Description 


(AC006200) putative receptor protein kinase [Arabidopsis 




thaliana] 


Sea No. 


202217 


Seq. ID 


LIB3048-035-Q1-L1-E6 


Method 


BLASTX 


NCBI GI 


g2995953 


BLAST score 


225 


E value 


2.0e-18 


M^tch 1 pncrth 


61 


O -L UC 11 L J. 1— y 


74 


NCBI Description 


(AF053565) glutaredoxin I [Mesembryanthemum crystallinum] 




202218 


Seq. ID 


LIB3048-035-Q1-L1-E7 


Method 


BLASTX 


NCBI GI 


g2252830 


BLAST score 


186 


E value 


6.0e-14 


Match length 


80 


?; "i dent i t* v 


54 


NCBI Description 


(AF013293) weak similarity to receptor protein kinase 




[Arabidopsis thaliana] 




202219 


Seq. ID 


LIB3048-035-Q1-L1-E9 


Method 


BLASTX 


NCBI GI 


gll74592 


BLAST score 


601 


E value 


1.0e-66 


Match length 


128 



% identity 99 

NCBI Description TUBULIN ALPHA- 1 CHAIN >gi_2 11927 0_pir S60233 alpha-tubulin 

- garden pea >gi_525332 (U12589) alpha-tubulin [Pisum 
sativum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



202220 

LIB3048-035-Q1-L1-F1 

BLASTX 

g3047082 

321 

9.0e-30 

92 

65 



27488 



NCBI Description (AF058914) similar to Vigna radiata pectinacetylesterase 
precursor (GB:X99348) [Arabidopsis thaliana] 

Seq. No. 202221 

Seq. ID LIB3048-035-Q1-L1-F10 

Method BLASTX 

NCBI GI gl407705 

BLAST score 571 

E value 5.0e-59 

Match length 135 

% identity 81 

NCBI Description (U60202) lipoxygenase [Solanum tuberosum] 
202222 

LIB3048-035-Q1-L1-F11 
BLASTX 
gl32944 
611 

9.0e-64 
120 
93 

60S RIBOSOMAL PROTEIN L3 >gi_81658_pir JQ0772 ribosomal 

protein L3 { ARP2 ) - Arabidopsis thaliana >gi_806279 
(M32655) ribosomal protein [Arabidopsis thaliana] 

Seq. No. 202223 

Seq. ID LIB3048-035-Q1-L1-F2 

Method BLASTX 

NCBI GI g2642158 

BLAST score 509 

E value 9.0e-52 

Match length 140 

% identity 71 

NCBI Description (AC003000) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 202224 

Seq. ID LIB3048-035-Q1-L1-F3 

Method BLASTX 

NCBI GI g3738257 

BLAST score 459 

E value 5.0e-46 

Match length 99 

% identity 91 

NCBI Description (AB018410) cytosolic phosphoglycerate kinase 1 [Populus 
nigra] 

Seq. No. 202225 

Seq. ID LIB3048-035-Q1-L1-F4 

Method BLASTX 

NCBI GI g2827551 

BLAST score 299 

E value 4.0e-27 

Match length 111 

% identity 59 

NCBI Description (AL021635) predicted protein [Arabidopsis thaliana] 

Seq. No. 202226 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27489 



Seq. ID 


LIB3048-035-Q1-L1-F5 


Method 


BLASTX 


NCBI GI 


g4104972 


BLAST score 


510 


E value 


6.0e-52 


Match length 


130 


% identity 


76 


NCBI Description 


(AF043108) spermidine synthase 1 [Pisum sativum] 


Seer. No. 


202227 


Seq. ID 


LIB3048-035-Q1-L1-F6 


Method 


BLASTX 


NCBI GI 


g3297816 


BLAST score 


565 


E value 


2.0e-58 


Match length 


140 


% identity 


79 


NCBI Description 


(AL031032) putative protein [Arabidopsis thaliana] 


Seq. No* 


202228 


Seq. ID 


LIB3048-035-Q1-L1-G1 


Method 


BLASTX 


NCBI GI 


g3650032 


BLAST score 


, 274 


E value 


3.0e-24 


Match length 


60 


& identitv 


73 


NCBI DescriDtion 


(AC005396) gibberellin-regulated protein GASTl-like 




[Arabidopsis thaliana] 




202229 


Seq. ID 


LIB3048-035-Q1-L1-G4 


Method 


BLASTX 


NCBI GI 


g2118961 


BLAST score 


323 


E value 


1.0e-30 


Match length 


72 


% identity 


43 


NCBI DescriDtion 

\^ X-J -L. *X- I— *X> \»/ X X 


ubiquitin - chicken >gi 3954791 emb CAA26488 (X02650; 




ubiquitin [Gallus gallus] 


Sea No 


202230 


Seq* ID 


LIB3048-035-Q1-L1-G5 


Method 


BLASTX 


NCBI GI 


g3687223 


BLAST score 


470 


E value 


3.0e-47 


Match lencrth 


130 




75 


NCRT DpsciriDt ion 


(AC005169) hypothetical protein [Arabidopsis thaliana' 




202231 


Seq. ID 


LIB3048-035-Q1-L1-G8 


Method 


BLASTX 


NCBI GI 


g2462746 


BLAST score 


526 


E value 


9.0e-54 



27490 



Match length 

% identity 

NCBI Description 



121 
80 

(AC002292) Similar to ATP-citrate-lyase [Arabidopsis 
thaliana] 



iJC^i Vi\J • 


202232 


O • 1U 


LIB3048-035-O1-L1-H10 


lit; UilU^i 


RT.ASTX 


NPRT 


a4468046 


RT.A^JT qpnrp 


298 


F \TZ* 1 11 o 

£j vaxuc 


4 . Oe-27 


Match lencrfch 


115 




57 


NCBI Description 


(X69192) catechol methyltrans: 




202233 




LTR3048-035-O1-L1-H12 






NCBI GI 

LN JL> X WX 


Q4325338 




DJO 


E value 




i'lctL-wxi ±ciiy tii 


135 
i j j 


3; i H^nt" 1 1 v 


87 


LNV^LjX UcoLIipLlUll 


^AF1?R3Q2^ No Hpf i n "i t i on 1 inp 

\t\£ A* (J -J> Z> ) iv \J LIC XX11X UXvJil J.111C 


Seq. No. 


202234 


Seq. ID 


LIB3048-035-Q1-L1-H2 


Method 


BLASTX 


NCBI GI 


g2827718 


BLAST score 


250 


E value 


2.0e-21 


Match length 


114 


% identity 


52 


NCBI Description 


(AL021684) retrotransposon - 




thaliana] 



- like protein [Arabidopsis 



Seq. No. 


202235 


Seq. ID 


LIB3048-035-Q1-L1-H4 


Method 


BLASTX 


NCBI GI 


g2995953 


BLAST score 


196 


E value 


4.0e-15 


Match length 


52 


% identity 


71 


NCBI Description 


(AF053565) glutaredoxin I [Mesembryanthemum crystallinum] 


Seq. No. 


202236 


Seq. ID 


LIB3048-035-Q1-L1-H9 


Method 


BLASTX 


NCBI GI 


g3212865 


BLAST score 


524 


E value 


1.0e-53 


Match length 


130 


% identity 


79 


NCBI Description 


(AC004005) unknown protein [Arabidopsis thaliana] 


Seq. No. 


202237 



27491 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3048-036-Q1-L1-A11 

BLASTX 

g2827143 

694 

2.0e-73 

140 

87 

(AF027174) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 

202238 

LIB3048-036-Q1-L1-A2 

BLASTX 

g4239845 

326 

2.0e-30 

136 

52 

(AB015855) transcription factor TEIL [Nicotiana tabacum] 
202239 

LIB3048-036-Q1-L1-A4 

BLASTX 

g3075394 

510 

6.0e-52 
130 
78 

(AC004484 
thaliana] 



putative beta-ketoacyl-CoA synthase [Arabidopsis 
>gi 3559809_emb_CAA09311_ (AJ010713) fiddlehead 



protein [Arabidopsis thaliana] 
202240 

LIB3048-036-Q1-L1-A6 

BLASTX 

g2129825 

479 

3.0e-48 

108 
84 

dynamin-like protein phragmoplastin 12 - soybean 
>gi_1217994 (U25547) SDL [Glycine max] 

202241 

LIB3048-036-Q1-L1-A7 

BLASTX 

g586339 

158 

2.0e-21 

95 

53 

PEROXISOMAL-COENZYME A SYNTHETASE >gi_626794_pir S46098 

probable AMP-binding protein - yeast (Saccharomyces 
cerevisiae) >gi_536615_emb_CAA85185_ (Z36091) ORF YBR222c 
[Saccharomyces cerevisiae] 



Seq. No. 



202242 



27492 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3048-036-Q1-L1-B1 

BLASTX 

g2130149 

681 

5.0e-72 

131 
98 

translation elongation factor eEF-1 alpha chain - maize 
{ fragment ) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202243 

LIB3048-036-Q1-L1-B11 

BLASTX 

g4567283 

504 

4.0e-51 

135 
69 

(AC006841) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202244 

LIB3048-036-Q1-L1-B2 

BLASTX 

g3236476 

357 

6.0e-34 

81 

91 

(AF071195) 
hirsutum] 



26S protease regulatory subunit [Gossypium 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202245 

LIB3048-036-Q1-L1-B5 

BLASTX 

g3158376 

395 

2.0e-38 

111 

73 

(AF035385) unknown [Arabidopsis thaliana] 
202246 

LIB3048-036-Q1-L1-B8 

BLASTX 

g4006887 

494 

5.0e-50 

113 

76 

(Z99708) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



202247 

LIB3048-036-Q1-L1-C12 

BLASTX 

g730456 

587 

7.0e-61 



27493 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



112 
97 

40S RIBOSOMAL PROTEIN S19 
202248 

LIB3048-036-Q1-L1-C3 

BLASTX 

g464846 

485 

6.0e-49 

96 

93 

TUBULIN ALPHA- 6 CHAIN >gi_322880_pir S28983 tubulin 

alpha-6 chain - maize >gi_22158_emb_CAA44863_ (X63178) 
alpha-tubulin #6 [Zea mays] 



Seq. No. 


202249 


Seq. ID 


LIB3048-036-Q1-L1-C6 


Method 


BLASTX 


NCBI GI 


g3935168 


BLAST score 


350 


E value 


4.0e-33 


Match length 


113 


% identity 


65 


NCBI Description 


(AC004557) F17L21.11 


Seq. No. 


202250 


Seq. ID 


LIB3048-036-Q1-L1-C7 


Method 


BLASTN 


NCBI GI 


g556421 


BLAST score 


47 


E value 


3.0e-17 


Match length 


55 


% identity 


96 


NCBI Description 


Stylosanthes humilis 



[Arabidopsis thaliana] 



(CADI) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



mRNA, complete cds 
202251 

LIB3048-036-Q1-L1-D10 
BLASTX 
g!351136 
391 

6.0e-38 
78 
97 

SUCROSE SYNTHASE 2 
>gi_514946 (L22296) 
2-glucosyl-transf erase [Zea mays] 
sucrose synthase 2 [Zea mays] 

202252 

LIB3048-036-Q1-L1-D2 

BLASTX 

g3493172 

379 

1.0e-36 
78 



SUCROSE-UDP GLUCOSYLTRANSFERASE 
UDP-glucose : D-f ructose 

>gi_533252 (L33244 



2) 



27494 





% "Lripn1~itv 


92 




NCBI Description 


(U89609) fiber annexin [Gossypium hirsutum] 




cpn No 


202253 




Seq. ID 


LIB3048-036-Q1-L1-D3 




Mp1~hod 


BLASTX 






al70753 




BLAST score 


494 




E value 


5.0e-50 




Ma1~c , h Ipnath 


108 






79 




KIPRT npqr , r'i nf i on 


(M95819) initiation factor (iso)4F p28 subunit [Triticum 






aestivum] 






202254 




Seq. ID 


LIB3048-036-Q1-L1-E10 




Mpt"hnd 


BLASTX 




NCBI GI 


g556409 




BLAST score 


257 


Q 


TT TT2 Tup 
III V CL-L LLC 


3. 0e-22 




M^'hr'h 1 print h 


107 






55 




NCBI Description 


(L34551) transcriptional activator protein [Oryza sativa^ 




o c ^ . « 


202255 




Seq. ID 


LIB3048-036-Q1-L1-E11 






BLASTX 


fn 


NCBI GI 


g3068705 


5 


BLAST score 


192 






1 . 0e-14 




rla L LI1 Icily L-Il 














(AF04 9236) unknown TArabidocsis thalianal 


y 




902256 




Seer ID 


LIB3048-036-Q1-L1-E12 




L It; L ilv^'vu. 








rr41 71 






J JO 




E value 


-L • U JO 




Match length 


133 




% identity 


65 




NCBI Description 


HEAT SHOCK PROTEIN 82 >gi 100685 pir S25541 heat shock 






protein 82 - rice (strain Taichung Native One) 






>gi 20256 emb CAA77978 (Z11920) heat shock protein 82 






(HSP821 TOrvza satival" 




OcC| • 1NU ■ 


?n??S7 

tC\J C. 4L ~J 1 




Seq. ID 


LIB3048-036-Q1-L1-E2 










NCBI GI 


yixy / jo 




BLAST score 


618 




E value 


1.0e-64 




Match length 


140 




% identity 


79 




NCBI Description 


SERINE CARBOXYPEPTIDASE PRECURSOR >gi__166674 (M81130) 




carboxypeptidase Y-like protein [Arabidopsis thaliana] 



27495 



>gi_445120_prf_ 
thaliana] 



1908426A carboxypeptidase Y [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202258 

LIB3048-036-Q1-L1-E3 

BLASTX 

g3158376 

390 

7.0e-38 

110 

73 

(AF035385) unknown [Arabidopsis thaliana] 
202259 

LIB3048-036-Q1-L1-E9 

BLASTX 

gll73055 

165 

2.0e-18 

104 

58 

60S RIBOSOMAL PROTEIN Lll (L5) >gi_541961_pir S42497 

ribosomal protein Lll.e - alfalfa >gi_1076504_pir S51819 

RL5 ribosomal protein - alfalfa >gi_4 63252_emb_CAA55090_ 
(X78284) RL5 ribosomal protein [Medicago sativa] 



Seq. No. 


202260 


Seq. ID 


LIB3048-036- 


Method 


BLASTX 


NCBI GI 


g3063710 


BLAST score 


364 


E value 


1.0e-34 


Match length 


133 


% identity 


53 


NCBI Description 


(AL022537) ] 


Seq. No. 


202261 


Seq. ID 


LIB3048-036 


Method 


BLASTX 


NCBI GI 


g3142303 


BLAST score 


271 


E value 


7.0e-24 


Match length 


136 


% identity 


40 


NCBI Description 


(AC002411) 



■F2 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



gb_U92650 from A. thaliana and canalicular multi-drug 
resistance protein gb_L49379 from Rattus norvegicus. 
[Arabidopsis thaliana] 

202262 

LIB3048-036-Q1-L1-F4 

BLASTX 

g2894599 

524 

2.0e-53 

108 

85 



27496 



NCBI Description 



(AL021889) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202263 

LIB3048-036-Q1-L1-F6 

BLASTX 

g2499498 

106 

3.0e-09 

65 

54 

PHOSPHOGLYCERATE KINASE, CYTOSOLIC 

>gi_1161602_emb_CAA88840_ (Z48976) phosphoglycerate kinase 
(PGK) [Nicotiana tabacum] 



Seq. No. 


202264 


Seq. ID 


LIB3048-036-Q1-L1-F7 


Method 


BLASTX 


NCBI GI 


g2864624 


BLAST score 


340 


E value 


6.0e-32 


Match length 


137 


% identity 


28 


NCBI Description 


(AL021811) putative prot- 


Seq. No. 


202265 


Seq. ID 


LIB3048-036-Q1-L1-F9 


Method 


BLASTX 


NCBI GI 


g401687 


BLAST score 


210 


E value 


1.0e-16 


Match length 


61 


% identity 


66 


NCBI Description 


HYPOTHETICAL PROTEIN IN 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



F 3 1 REGION 

>gi_322042_j>ir C46448 hypothetical protein 65 (rpcF or 

cpeB 3 1 region) - Synechococcus sp. (fragment) >gi_552029 
(M95288) phosphotyrosine protein phosphatase [Synechococcus 
sp. ] 

202266 

LIB3048-036-Q1-L1-G11 

BLASTX 

g2661840 

487 

4.0e-49 

139 

65 

(Y15430) adenosine kinase [Physcomitrella patens] 
202267 

LIB3048-036-Q1-L1-G2 

BLASTX 

g3142303 

179 

3.0e-13 

80 

42 

(AC002411) Strong similarity to MRP-like ABC transporter 



27497 



gb_U92650 from A. thaliana and canalicular multi-drug 
resistance protein gh_L49379 from Rattus norvegicus. 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202268 

LIB3048-036-Q1-L1-G3 

BLASTX 

gl70753 

501 

8.0e-51 

106 

80 

(M95819) initiation factor {iso)4F p28 subunit [Triticum 
aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202269 

LIB3048-036-Q1-L1-G4 

BLASTX 

g481812 

167 

3.0e-12 

48 

58 

DNA-binding protein GT-2 
>gi_4 164 9 0_emb_CAA5 1 2 8 9_ 
thaliana] 



- Arabidopsis thaliana 

(X72780) GT-2 factor [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202270 

LIB3048-036-Q1-L1-G5 

BLASTX 

g2978452 

412 

2.0e-40 

113 

71 

(AE001274) MCAK; L549. 



3 [Leishmania major] 



202271 

LIB3048-036-Q1-L1-G6 

BLASTX 

g2827555 

398 

9.0e-39 

137 

62 

(AL021635) Translation factor 
[Arabidopsis thaliana] 



202272 

LIB3048-036-Q1-L1-G7 

BLASTX 

g2290683 

510 

7.0e-52 

111 

83 

(AF000136) basic cellulase 



EF-1 alpha - like protein 



[Citrus sinensis] 



27498 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202273 

LIB3048-036-Q1-L1-G8 

BLASTX 

g3540180 

338 

1.0e-31 

136 

55 

(AC004122) Unknown protein [Arabidopsis thaliana] 
202274 

LIB3048-036-Q1-L1-H1 

BLASTX 

g4530126 

260 

9.0e-23 

80 

62 

(AF078082) receptor-like protein kinase homolog RK20-1 
[Phaseolus vulgaris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202275 

LIB3048-036-Q1-L1-H10 

BLASTX 

gl399275 

390 

3.0e-38 

85 

86 

(U31835) calmodulin-domain protein kinase CDPK isoform 6 
[Arabidopsis thaliana] >gi_2623752 (AC002329) CDPK6 
(calmodulin-domain protein kinase isoform 6) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202276 

LIB3048-036-Q1-L1-H11 

BLASTX 

g3024122 

675 

3.0e-71 

140 
91 

S-ADENOSYLMETHIONINE SYNTHETASE 2 (METHIONINE 
ADENOSYLTRANSFERASE 2) (ADOMET SYNTHETASE 2) >gi_1778821 
(U82833) S-adenosyl-L-methionine synthetase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202277 

LIB3048-036-Q1-L1-H12 

BLASTX 

gl709449 

500 

7.0e-51 

108 

87 

PYRUVATE DEHYDROGENASE El COMPONENT, ALPHA SUBUNIT 
PRECURSOR (PDHE1-A) >gi_12 63302 (U51918) pyruvate 



27499 



dehydrogenase El alpha subunit [Pisum sativum] 



O S CJ ■ IN O • 




Seq. ID 


lidjUso ujo yi i-i-L no 


Method 


BLASTX 


NCBI GI 


gl658197 


dt act cnnre 


508 


Hi ValUc 


1 . Oe-51 


t v _aucn lenyLn 


ins 


Q- -1 /-^ ATI H 1 ^ T T 

15 lUcIll — LL.y 


88 


jNUtii uescripi-ion 


f n7 4 fi"^rn p^l rpti ml i n TRi rinus communis 1 >cri 1763297 


(n74fi'^1^ ral rpfi rnl i n n^ip'inu'? communis! 






Seq. ID 


LIB3048-036-Q1-L1-H4 


Method 


BLASTX 


VTPT3T pT 




I_S1__-_D 1 5CO-LC 




E value 




L v _a I- Cfl Icily HI 


194 


^ laeiiLity 


7 ^ 


NCBI Description 


[tiylXfO) eiOIiy d. L..LUX1 lattui l j - ,cl,c1 vuxyaixoj 


Seq. No. 




Seq. ID 


LIB3048-036-Q1-L1-H7 


Method 


BLASTX 


MPT-l T PT 


rr9ft £4 £94 
y o oft o__ f± 


rsLiAoi score 


^4 £ 


E value 


i . ue ji 




1 "^7 


% identity 


98 


NCBI Description 


^ZiTn91P11\ nni-al - i tro "nT*ri"h pi n r Arshi rlnT)^ "i i"h?5l "i^nsl 


Seq. No. 




Seq. ID 


LIB3048-036-Q1-L1-H8 


Method 


BLASTX 


TCTPT3T PT 


rr^l 9R1 74 
yoizo _L / ft 


biiAoi score 


97c 


E value 


9 Ho— 94 


lxtatcn lengxn 


7 Q 


% identity 


/ 6 


NCBI Description 




oeq. no. 


OH99Q9 




LIB3048-036-O1-L1-H9 


Method 


BLASTX 


NCBI GI 


g3355487 


BLAST score 


193 


E value 


1.0e-14 


Match length 


115 


% identity 


39 


NCBI Description 


(AC004218) unknown protein [Arabidopsis thaliana] 



Seq. No. 202283 

Seq. ID LIB3048-037-Q1-L1-A1 

Method BLASTX 

NCBI GI gl743354 



27500 



# 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404 

8.0e-40 

90 
74 

(Y09876) aldehyde dehydrogenase 



(NAD+) [Nicotiana tabacum] 



202284 

LIB3048-037-Q1-L1-A10 

BLASTX 

g!762148 

251 

1.0e-21 

95 
54 

(U48695) glutamate dehydrogenase [Solanum lycopersicum] 
202285 

LIB3048-037-Q1-L1-A11 

BLASTX 

g3687223 

261 

1.0e-22 

135 

50 

(AC005169) hypothetical protein [Arabidopsis thaliana] „ 
202286 

LIB3048-037-Q1-L1-A2 

BLASTX 

gl35409 

158 

5.0e-ll 

71 
48 

TUBULIN ALPHA- 2 CHAIN >gi_539004_pir B53298 tubulin 

alpha-2 chain - Chlamydomonas reinhardtii >gi_167450 
(M11448) alpha-2 tubulin [Chlamydomonas reinhardtii] 



Seq. No. 


202287 


Seq. ID 


LIB3048-037-Q1-L1-A7 


Method 


BLASTX 


NCBI GI 


g2739381 


BLAST score 


503 


E value 


5.0e-51 


Match length 


144 


% identity 


63 


NCBI Description 


(AC002505) putative patatin 


Seq. No. 


202288 


Seq. ID 


LIB3048-037-Q1-L1-A8 


Method 


BLASTX 


NCBI GI 


g2739381 


BLAST score 


196 


E value 


3.0e-15 


Match length 


109 


% identity 


39 


NCBI Description 


(AC002505) putative patatin 



[Arabidopsis thaliana] 



27501 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202289 

LIB3048-037-Q1-L1-B1 

BLASTX 

gl399275 

401 

2.0e-39 

87 

85 

(U31835) calmodulin-domain protein kinase CDPK isoform 6 
[Arabidopsis thaliana] >gi_2623752 (AC002329) CDPK6 
(calmodulin-domain protein kinase isoform 6) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



202290 

LIB3048-037-Q1-L1-B10 

BLASTX 

g2632105 

245 

8.0e-21 

74 

68 

(Z98760) arginyl-tRNA synthetase [Arabidopsis thaliana] 
>gi_4539426_emb_CAB38959.1_ (AL049171) arginyl-tRNA 
synthetase [Arabidopsis thaliana] 

202291 

LIB3048-037-Q1-L1-B3 

BLASTX 

g3337352 

382 

7.0e-37 

134 

61 

(AC004481) putative chromatin structural protein SuptShp 
[Arabidopsis thaliana] 

202292 

LIB3048-037-Q1-L1-B5 

BLASTX 

gl346387 

189 

4.0e-25 

89 

76 

KNOTTED-LIKE HOMEOBOX PROTEIN 3 >gi_1045042_emb_CAA63130_ 
(X92392) KNAT3 homeobox protein [Arabidopsis thaliana] 

>gi_4063731 (AC006259) KNAT3 homeodomain protein 
[Arabidopsis thaliana] 

202293 

LIB3048-037-Q1-L1-B6 

BLASTX 

g4239845 

207 

1.0e-16 
93 



27502 



% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



52 

(AB015855) transcription factor TEIL [Nicotiana tabacum] 
202294 

LIB3048-037-Q1-L1-B7 

BLASTX 

gl346387 

415 

9.0e-41 
134 

71 

KNOTTED-LIKE HOMEOBOX PROTEIN 3 >gi_1045042_emb_CAA63130_ 
(X92392) KNAT3 homeobox protein [Arabidopsis thaliana] 
>gi_4063731 (AC006259) KNAT3 homeo domain protein 
[Arabidopsis thaliana] 

202295 

LIB3048-037-Q1-L1-B8 

BLASTX 

g633110 

600 

2.0e-62 

133 

89 

(D31843) plasma membrane H+-ATPase [Oryza sativa] 
202296 

LIB3048-037-Q1-L1-B9 

BLASTX 

g3080428 

268 

5.0e-24 

61 

75 

(AL022604) putative protein [Arabidopsis thaliana] 
202297 

LIB3048-037-Q1-L1-C1 

BLASTX 

gl709804 

379 

1.0e-36 

108 

69 

26S PROTEASE REGULATORY SUBUNIT S10B (P44) (CONSERVED 
AT PAS E DOMAIN PROTEIN 44) >gi_10454 97 (U36395) conserved 
ATPase domain protein 44 [Spermophilus tridecemlineatus] 
>gi_2213932 (AF006305) 26S proteasome regulatory subunit 
[Homo sapiens] 

202298 

LIB3048-037-Q1-L1-C11 

BLASTX 

g4432844 

244 

1.0e-20 
119 



27503 



% identity 




JNL-JjX UeSOxTipL-lOIl 




beq. wo. 




oeq. 1JJ 


T TR^OAR-n^l-ni -T.1 -PI 0 


ixie Liiou 


DXirlD 1 1M 


NCBI GI 


g304040 


BLAST score 


100 


E value 


o . ue 4 y 


Match length 


o / z 


% identxty 


Q O 




Al-nnc t npana phi nrrinl a^f" 0 *3 d r* "i V^CiQATYl^ 1 
JiuLXlU-O -LliOctilCl ^>ll±Ulupj.ao L ^ JO -L J-JkJ^o wiucl-L 


beq. no. 




oeq. xu 


T TR^nAfi-n^7-01 -T.1 — P9 




OJ-LTlO 1A 




cr2507422 


BLAST score 


318 


E value 


2.0e-29 


Match length 


106 


% identity 


83 


NCBI Description 


CYSTATHIONINE GAMMA- SYNTHASE PRECURSOR 



RNA (23S rRNA) gene 



(CGS) 

(0-SUCCINYLHOMOSERINE (THIOL) -LYASE) >gi_3293261 (AF039206) 
cystathionine gamma -synthase precursor [Arabidopsis 
thaliana] 



Seq. No. 


202301 


Seq. ID 


LIB3048-037-Q1-L1-C3 


Method 


BLASTX 


NCBI GI 


g3335341 


BLAST score 


161 


E value 


6.0e-ll 


Match length 


39 


% identity 


85 


NCBI Description 


(AC004512) T8F5.10 [Arabidopsis thaliana] 


Seq. No. 


202302 


Seq. ID 


LIB3048-037-Q1-L1-C4 


Method 


BLASTX 


NCBI GI 


g4530126 


BLAST score 


445 


E value 


3.0e-44 


Match length 


143 


% identity 


63 


NCBI Description 


(AF078082) receptor-like protein kinase homolog 




[Phaseolus vulgaris] 


Seq. No. 


202303 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3048-037-Q1-L1-C6 

BLASTX 

g4530126 

416 

7.0e-41 

112 
71 

(AF078082) receptor-like protein kinase homolog RK20-1 
[Phaseolus vulgaris] 



27504 



Sea No. 


202304 


Sea ID 


LIB3048-037-Q1-L1-C7 


Method 


BLASTX 


NCBI GI 


g3335341 


Pi-lflJ 1 jUUIC 


171 


Hi VdXUC 


4 . Oe-12 


Mia +~ fVi 1 on rrt~ Vi 
i w lcl xtriiy uii 


41 


$; "i HpttI" 1 1" V 


85 




(AC004512) T8F5.10 [Arabidopsis thaliana] 


Sea No. 


202305 


oecj. xjj 


LIB304 8-037-O1-L1-C8 


Method 


BLASTX 


NCBI GI 


g4239845 




237 


T* 1 TT3 1 np 
Hi Val Lit: 


7 Oe-20 




60 


% identifcv 


75 




(AB015855) transcription factor TEIL [Nicotiana tabacum] 


Sea No* 


202306 




LIB304 8-037-O1-L1-D1 


Method 


BLASTX 


NCBI GI 


g3873807 


DlinOl bLUIC 


163 


E value 


^ 0p-11 


Wdtcn j_engi,n 


00 


2r -{ Hont" i t~\/ 


45 


iN^r>x uescxv xpL-xuii 


/7.4QQD71 R04 91 1 rCaenorhabdit is eleaansl 




202307 




LIB3048-037-O1-L1-D10 


Method 


BLASTX 


NCBI GI 


g4510346 


DlirlO X otUIC 


353 


E value 


2 Oe-33 


Ti/f -n -(- 1 on rt"l"h 

LYtaXCii ieny uii 


Q7 




72 


NlfR T rioQr^T*"? "pi - } - "i on 

iN^XJX L/COUI ipLXUli 


(AC006921) hypothetical protein [Arabidopsis thaliana] 


Sea No 


202308 


Sea TD 


LIB3048-037-Q1-L1-D11 


Method 


BLASTX 


NCBI GI 


gl483230 


DT t\ c np opnrD 
Dlinul isuUIc 


426 


tt 1 1 1 a 
Hi VaXUc 




riatcn ieny 


1 1 

X X u 


i> lueiixxLy 


78 


XT PDT >-\ e> -v* n t*v "I - t /™\ Tt 

wldi uescivipT-.xon 


^YQQfi^d^ MAHS4 nrntpin TRetula oendulal 


Seq, No. 


202309 


Seq. ID 


LIB3048-037-Q1-L1-D12 


Method 


BLASTX 


NCBI GI 


g4220533 


BLAST score 


325 


E value 


3.0e-30 



27505 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



O 

119 
60 

(AL035356) putative mitochondrial uncoupling protein 
[Arabidopsis thaliana] 

202310 

LIB3048-037-Q1-L1-D3 

BLASTX 

g3413425 

252 

1.0e-21 

123 

44 

(AJ006309) protein tyrosine phosphatase [Arabidopsis 
thaliana] 

202311 

LIB3048-037-Q1-L1-D5 

BLASTN 

g556421 

47 

3.0e-17 

55 

96 

Stylosanthes humilis cinnamyl alcohol dehydrogenase (CADI) 
mRNA, complete cds 

202312 

LIB3048-037-Q1-L1-D6 

BLASTX 

g4539315 

258 

2.0e-22 

132 

46 

(AL035679) putative zinc finger protein [Arabidopsis 
thaliana] 

202313 

LIB3048-037-Q1-L1-D9 

BLASTX 

g2494113 

385 

1.0e-37 

81 

86 

(AC002376) Strong similarity to Musa pectate lyase 
(gb_X92943) . ESTs gb_AA042458, gb_ATTS4502, gb_N38552 come 
from this gene. [Arabidopsis thaliana] 

202314 

LIB3048-037-Q1-L1-E10 

BLASTX 

g2739381 

329 

1.0e-30 
112 



27506 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



58 

(AC002505) 



putative patatin [Arabidopsis thaliana] 



202315 

LIB3048-037-Q1-L1-E3 

BLASTX 

g2507422 

311 

1.0e-28 

125 
68 

CYSTATHIONINE GAMMA- SYNTHASE PRECURSOR (CGS) 
(O-SUCCINYLHOMOSERINE (THIOL) -LYASE) >gi_3293261 (AF039206) 
cystathionine gamma -synthase precursor [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



202316 

LIB3048-037-Q1-L1-E4 

BLASTX 

g2102691 

347 

9.0e-33 

107 

66 

(U64817) fructokinase [Lycopersicon esculentum] 
202317 

LIB3048-037-Q1-L1-E5 

BLASTX 

g2507422 

318 

2.0e-29 

106 

83 

CYSTATHIONINE GAMMA- SYNTHASE PRECURSOR (CGS) 
(O-SUCCINYLHOMOSERINE (THIOL) -LYASE) >gi_3293261 (AF039206) 
cystathionine gamma- synthase precursor [Arabidopsis 
thaliana] 

202318 

LIB3048-037-Q1-L1-E7 

BLASTX 

gll9354 

483 

7.0e-57 

127 
84 

ENOLASE ( 2 - PHOS PHOGLYCERATE DEHYDRATASE) 

( 2 - PHOS PHO- D-GLYCERATE HYDRO-LYASE) >gi_82082_pir JQ1185 

phosphopyruvate hydratase (EC 4.2.1.11) - tomato 
>gi__19281_emb__CAA41115_ (X58108) enolase [Lycopersicon 
esculentum] 

202319 

LIB3048-037-Q1-L1-E8 

BLASTX 

g3980264 



27507 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 




20S proteasome beta subunit [Cicer arietinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202320 

LIB3048-037-Q1-L1-F11 

BLASTX 

g2996096 

618 

1.0e-64 

123 
97 

(AF030517) translation elongation factor-1 alpha; EF-1 
alpha [Oryza sativa] 



Seq. No. 


202321 


Seq. ID 


LIdoU4o-Uo /-yi-Jj-L-c L£ 


Method 


fit ii n mv 

BLASTX 


NCBI GI 


g4006829 


BLAST score 


one 
ZKJD 


E value 


2 . Oe-16 


Match length 


92 


% identity 


48 


NCBI Description 


(AC005970) putative protein kinase [Arabidopsis thaliana, 


Seq. No. 


202322 


Seq. ID 


LIB3048-037-Q1-L1-F6 


Method 


BLASTX 


NCBI GI 


g2642158 


BLAST score 


523 


E value 


2 . 0e-53 


Match length 


144 


% identity 


/U 


NCBI Description 


(AC003000) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


202323 


Seq. ID 


LIB3048-037-Q1-L1-F7 


Method 


BLASTX 


NCBI GI 


g4262142 


BLAST score 


237 


E value 


5.0e-20 


Match length 


88 


% identity 


49 


NCBI Description 


(AC005275) putative alcohol dehydrogenase [Arabidopsis 




thaliana] 


Seq. No. 


202324 


Seq. ID 


LIB3048-037-Q1-L1-F8 


Method 


BLASTX 


NCBI GI 


gl304227 


BLAST score 


381 


E value 


6.0e-37 


Match length 


103 


% identity 


64 


NCBI Description 


(D63781) Epoxide hydrolase [Glycine max] 



27508 




>gi_2 76480 4_emb_CAA5 52 9 3 
[Glycine max] 




(X78547) epoxide hydrolase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202325 

LIB3048-037-Q1-L1-G1 
BLASTX 
g232024 
279 

6.0e-25 

103 
56 

PROTEIN E6 >gi_421806j?ir A46130 fiber protein - upland 

cotton >gi_2129498j?ir S65061 fiber protein E6 — 

CKE6-1A) - upland cotton >gi_167323 (M92051) 5" 
is putative; putative [Gossypium hirsutum] >gi_1000084 
(U30505) E6 [Gossypium hirsutum] 



(clone 
start site 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202326 

LIB3048-037-Q1-L1-G11 

BLASTX 

g82083 

568 

1.0e-58 

118 

93 

phosphopyruvate hydratase (EC 4.2.1.11) - tomato (fragment) 
>gi_1161573_emb_CAA41116_ (X58109) enolase [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202327 

LIB3048-037-Q1-L1-G12 

BLASTX 

g2317906 

430 

1.0e-42 

87 
94 

(U89959) ARA-5 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202328 

LIB3048-037-Q1-L1-G2 

BLASTX 

g82426 

380 

5.0e-37 

85 
42 

ubiquitin precursor - barley (fragment) 

>gi_755763_emb_CAA27751_ (X04133) ubiquitin polyprecursor 
(171 aa) [Hordeum vulgare] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



202329 

LIB3048-037-Q1-L1-G3 

BLASTX 

g!20673 

546 

4.0e-56 



27509 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E .value 

Match length 

% identity 

NCBI Description 



131 
81 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi__66013_pir DEPJG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - garden petunia 
>gi_20551_emb_CAA42904_ (X6034 6) glyceraldehyde 
3-phosphate dehydrogenase [Petunia x hybrida] 

202330 

LIB3048-037-Q1-L1-G4 

BLASTX 

g4539543 

159 

5.0e-ll 

85 

40 

( AJ133422 ) glyceraldehyde-3-phosphate dehydrogenase 
[Nicotiana tabacum] 

202331 

LIB3048-037-Q1-L1-G5 

BLASTX 

g629602 

182 

6.0e-14 

76 

53 

probable imbibition protein - wild cabbage 
>gi_488787_emb_CAA55893_ (X79330) putative imbibition 
protein [Brassica oleracea] 



Seq. No. 


202332 


Seq. ID 


LIB3048-037- 


Method 


BLASTX 


NCBI GI 


g4103243 


BLAST score 


303 


E value 


8.0e-28 


Match length 


103 


% identity 


63 


NCBI Description 


(AF022368) 3 


Seq. No. 


202333 


Seq. ID 


LIB3048-037 


Method 


BLASTX 


NCBI GI 


g3128209 


BLAST score 


420 


E value 


2.0e-41 


Match length 


116 


% identity 


72 


NCBI Description 


(AC004077) 


Seq. No. 


202334 


Seq. ID 


LIB3048-037 


Method 


BLASTX 


NCBI GI 


g2642158 


BLAST score 


444 


E value 


2.0e-44 



BIPOSTO [Arabidopsis thaliana] 



27510 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI _ 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



103 
79 

(AC003000) hypothetical protein [Arabidopsis thaliana] 
202335 

LIB3048-037-Q1-L1-H1 

BLASTX 

g4309698 

538 

4.0e-55 

143 

80 

(AC006266) putative glucosyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202336 

LIB3048-037-Q1-L1-H5 

BLASTX 

g2781345 

486 

5.0e-49 

138 

61 

(AC003113) F2401.2 [Arabidopsis thaliana] 
202337 

LIB3048-037-Q1-L1-H6 

BLASTN 

gl67366 

37 

5.0e-12 

77 

87 

Gossypium hirsutum peroxidase mRNA, complete cds 
202338 

LIB3048-037-Q1-L1-H7 

BLASTX 

g2462745 

259 

2.0e-22 

121 

38 

(AC002292) Hypothetical protein [Arabidopsis thaliana] 
202339 

LIB3048-037-Q1-L1-H8 

BLASTX 

g464849 

347 

2.0e-33 

70 

93 

TUBULIN ALPHA CHAIN >gi_486847_pir S36232 tubulin alpha 

chain - almond >gi_20413_einb_CAA47635_ (X67162) 
alpha-tubulin [Prunus dulcis] 



27511 




oeq. ino. 


9fi9?40 

ji. U i. J ^ \J 


c^rr jn 
otsv^ • ± u 


LIB3048-038-O1-L1-A11 


Method 


RT Z1CTY 


NCBI GI 


gl724100 


BLAST score 


501 


JCj VdlUc 


7 . Oe-51 


TviT-^i 4- /~< y~t ~\ ^t™i 1 1 I r*i 

l v latCIl Xoily Lll 


11? 


? xuencn_.y 


O J 


lN^JDX JJfcioOX xp LlUll 


(U79765) porin [Meseinbryanthemuiti crystallinum] 


beq. NO. 


909^41 




LIB3048-038-O1-L1-A2 


Method 


DliHOlA 


NCBI GI 


g4098128 


BLAST score 


419 


Cj Value 


1 Op-55 




1 34 

-L *J T 


S- "1 /"3 Q T^l "f - "1 "f~ X 7 

% iuentit.y 


o ^. 




(U73588) sucrose synthase [Gossypium hirsutum] 


beq. 1NO. 






LIB3048-038-O1-L1-A3 


Method 


Oliflo 1 A 


NCBI GI 


g872116 


BLAST score 


434 


hi value 




Matcn lengun 


i 


% identity 






/y7Q770^ c^ti fqfrpss inducible orotein) TGlvcine max 


Seq. No. 




beq. xu 


T TR"}n4fi-fnfi-Ol —T.I -A4 


Metnoa 


DliAblA 


NCBI GI 


gi /Ubyio 


BLAST score 


264 


E value 


5.0e-23 


ixia ten ieng cxi 


1 9n 
iiv 


t y^ yj™* t^i t** n t~ t t 

? iaenr.XL.y 


49 


ncdx jjescrxpuxon 


ttt avnwm, qnT.FOTRAN^FF.RA^R-T.TKE >ai 4 98 647 (U10277) 


an i -fr>t- ranqf pra =;p— 1 i kp flavonol TFlaveria bidentisl 


beq. No. 






T.TR304 8-038-O1-L1-A5 


Mennou 


DXi/iO 1 A 


NCBI GI 


g4455365 


BLAST score 


272 


lii value 


c. np-94 


fuT *^ +- y"i V*\ l t~i /r 4— r"k 

riaiicn xengi_ri 


o / 


% identity 


C5X 


1NL>15X UcSCliptlOU 


^ aT.n^ c lS94 \ mit-al--ivp nrotein fArabidoosis thalianal 


beq. No. 




Seq. ID 


LIB3048-038-Q1-L1-A6 


Method 


BLASTX 


NCBI GI 


g2465923 


BLAST score 


154 


E value 


4.0e-10 



27512 



lXuaXCn XCliyLIl 




^ T /"\ 4" 1 ^ ^ T 


R9 


nudj. ucsciripuxuii 


fATP^AfiJ.R^ rpfpnt'nr-l "i qpri np/f hr^nni hp kinase 
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909^4 £ 
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LIB3048-038-O1-L1-A9 


ss 4- Vi oW 


J_)J_i raO J. 4\ 


NCBI GI 


g2980641 


BLAST score 


250 


£j Value 


9 rio-9i 


jxia.Ti.cn. lengrn 


iUO 


5- T <"\ T"\ 4* 1 4^ T T 

? iaenxziL.y 






(Y119Sfn mnll"i rp«!i <?f anrp nrotein TArabidoDsis thaliana 


oeq. WO. 


9 09^47 






A/Toi 4- Vi o o* 


RT.A^TY 


NCBI GI 


g3297816 


BLAST score 


141 


E value 


o . ue \jy 


Match length 


y j 


% identity 


JO 


Nubi Description 




beq. no. 


ZUZ o 


oeq. lu 


T TR^flzl R — n^ft— HI -T 1 — Rl 9 


L v iet.noci 


DT 7\QTV 
J3J_Lrt.O 1 A. 


NCBI GI 


g3493172 


BLAST score 


561 


E value 


o • ue o o 


Match length 


lip 


% identity 




UcbCLipLlUIl 




beq. no. 




oeq. lu 


T TR^D4 R-D^fi— HI -T.1 -"R9 


Method. 


Dj_ii-iO 1 A 


NCBI GI 


g3044212 


BLAST score 


345 


ej vaiue 


i . ue *i i 


Match length 




% identity 


/ U 


in^isi uesoiipcion 


^ Jr\E KJ O / U t J J dOyl UUrl UAXUdoC [rilaJJlUUpolO Liia± J-aiia j 


beq. NO. 
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L v ie uiiOQ 


±jJ_Lrt.O 1 A. 


IN^Dl VJJL 




BLAST score 


233 


E value 


2.0e-30 


Match length 


111 


% identity 


64 


NCBI Description 


(AC002986) Similar to liver-specific transport protein 



gb_L27651 from Rattus norviegicus. [Arabidopsis thaliana] 



Seq. No. 202351 



27513 




Sea ID 


LIB3048-038-Q1-L1-B4 




1. L. 1 IK./ <wt. 


BLASTX 




NCBI GI 


g4544390 




BLAST score 


174 




T* 1 T7a 1 no 
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1.0e-12 




M^'hr'h 1 pnrrt~H 

L 1Q. L.^11 iciiy Ull 


80 




15 lU.cllL.J-Ly 


45 




NCBI Description 


(AC007047) hypothetical protein [Arabidopsis thalx 




202352 




Sea ID 


LIB3048-038-Q1-L1-C1 




ft/To 4- V* 


BLASTX 




NCBI GI 


g2739381 




BLAST score 


471 




J_t VCIXLLC 


o • ue ^ / 






138 




9r -i Han't" t "r*w 


67 


thaliana] 


NfRT Descrir) tion 

w J— > _L 1-* ^ O J 1_ L.J- Vll 


(AC002505) putative patatin [Arabidopsis 


DCV^i IN <J * 


202353 




Sea. ID 


LIB3048-038-Q1-L1-C10 




Mat" VinH 

lTlG L-llLvLX 


BLASTX 




NCBI GI 


g2597826 




BLAST score 


321 




T? T7"^ 1 lip 
Ej V CL-L LLC 


y . ue-ou 




rial- Oil IcUiy Lll 


120 




-s xaem_.iLy 


55 


thaliana] 




(Y14590) class IV chitinase [Arabidopsis 


oecj. wo . 


202354 




qprj ID 


LIB3048-038-Q1-L1-C11 




L v lC LXlLrLi, 


BLASTX 




NCBI GI 


g3335375 




BLAST score 


285 




£_i vaxue 


o . ue — 40 




l v !clL.L r Il XoXiyLll 


122 




15 XClfciXlLXLy 


72 


thaliana] 




(AC003028) putative amidase [Arabidopsis 


C /-\ rr Ma 
O G Lj_ • LN O • 


202355 




c prr jn 


LIB3048-038-Q1-L1-C12 




X XC L.11L/LI 


BLASTX 




NCBI GI 


g3492803 




BLAST score 


277 




P 1 T7" 1 np 
JZj VCLXLlC: 


1.0e-24 




Ma 4- n 1 on ct\~ "h 
XrldLOXX xtsiiy Lll 


127 




^ xcj.eiiL.XLy 


47 






(AJ002479) ENBP1 [Medicago truncatula] 




OSCJ • XNO • 


202356 




O C VJ • 1U 


LIB3048-038-Q1-L1-C5 




Method 


BLASTX 




NCBI GI 


g2827755 




BLAST score 


386 




E value 


2.0e-37 




Match length 


93 




% identity 


87 
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NCBI Description INORGANIC PYROPHOSPHATASE, VACUOLAR (PYROPHOSPHATE 
PHOSPHOHYDROLASE) (PPASE) >gi_951323 (U31467) 
pyrophosphatase [Vigna radiata] 



Seq. No. 


202357 


Seq. ID 


LIB3048-038-Q1-L1-C7 


Method 






rrT7^ft 9 S7 


jbiiAoi score 


9 £^ 
ZOO 


Hj value 




riaucn. lencjLn 


ft ft 
o 0 


Q- t /"J /«S TO +^ "1 ^Tf 

-5 luCutlty 


ft 1 
0 ± 


LNUDX UeSCXTipt-HJIl 


fARfi*ifi41fn rviri^nl i r nho^nhoalvcerate kinase 1 TPodu 




ii j_y a. a j 


Seq. No. 


202358 


beq. ijj 


T TMDZLft — D^ft-Hl -T.I — m 


Method 


DT 7\ GfY 


vr/" 1 n t t 
JNCbi bi 


gz^ooo^o 


DbAoi score 


cn9 


E value 


i n^— £9 


Match length 


1 T7 

1j / 


-s identity 


ft 9 
OZ 


inudx uescripiion 


fTl^^^^fM nort a +- o 1 waofi r Pra n*3 ri 3 v a. n ^ Ti ;3 <3 <3 3 1 
^ UO J J JU y UcLLdL" lyaoc [_ JC -L ciy d. J — La J\. ciiiciiicio oaj 


Seq* No. 


202359 


beq. ID 


t Tn^n /i Q— n^ft — m — t 1 — m n 


Method 


DT 7\ C TV 


NCBI GI 


g4 


bii/ibx score 




E value 


z . ue-zz 


Match length 


Ob 


% identity 


7 Q 


NCBI Description 


f 7\ T f\ "5 ^ 9 A \ t-\i t -f- a +■ -? tta -y» /-v-j- /-\ r~» r Zl y* a V"\ n H nr\ o -1 q fha 1 n ana 1 
^HJjUjOOZ^IJ pULa L. JL Vc pT-Ouexii L^- Lci -' ; -'-'- t - LU 1 t-' i5 - 1 -' :: ' Liiaxiaiia J 


Seq. No. 


202360 


beq. lu 


T TT3^n^ft — fl^P— Ol — T 1 —Hi 1 
L1djU4o Ujcj yl ill Lll 1 


Metnoa 


DT 7\ OTV 

rsliAb iA 


NCBI GI 


goiozoyo 


Dixftbi score 


1 97 


E value 


/ . Ue-lo 


Match length 


1U4 


% identity 


D / 


NCBI Description 


^iirUDXiyOjJ oiii\ UiNH Jjinuing piotcin z [irxDUiLi oaix v uillj 


Seq. No. 


202361 


Seq. ID 


1j1BoU4 o-Ujo - JJ4 




Diiflij ± A 


NCBI GI 


g2739376 


BLAST score 


176 


E value 


2.0e-15 


Match length 


65 


% identity 


71 


NCBI -Description 


(AC002505) putative permease [Arabidopsis thaliana] 


Seq. No. 


202362 


Seq. ID 


LIB3048-038-Q1-L1-D5 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3395432 

120 

2.0e-12 

96 

45 

(AC004683) unknown protein [Arabidopsis thaliana] 



Seq. No. 




Seq. ID 


Li bo U 4 o-U oo-Ul~lil~iijl 


Method 


"DT 7\ OTV 


NCBI GI 


g4zzuo J / 


BLAST score 


4 UU 


E value 


5.0e-39 


Match length 


109 


% identity 


/ 4 


NCBI Description 


(ALUooobo) rSKll/ - ± HKe protein [firaDiaopsis tnaiidiiaj 


Seq. No. 


2Uzoo4 


Seq. ID 


LIB304a-U oo-Ql-Li-E4 


Method 


BLASTX 


NCBI GI 


g4uyolzo 


BLAST score 


324 


E value 


3.0e-48 


Match length 


128 


% identity 


83 


NCBI Description 


(U73588) sucrose synthase [Gossypium hirsutum] 


Seq. No. 


s\ r\ f 

202365 


Seq. ID 


LIB3048-038-Q1-L1-E5 


Method 


BLASTX 


NCBI GI 


gllzy±4o 


BLAST score 


226 


E value 


9. 0e-21 


Match lengtn 


o 0 


% identity 


57 


NCBI Description 


(X75329) acetyl-CoA C-acyltransf erase [Mangifera indica] 


Seq. No. 


202366 


Seq. ID 


LIB3048-038-Q1-L1-E6 


Method 


BLASTX 


NCBI GI 


gl575556 


BLAST score 


531 


E value 


2.0e-54 


Match length 


132 


% identity 


80 


NCBI Description 


(U66299) acyl-CoA oxidase homolog [Phalaenopsis sp. 'True 




Lady'] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



202367 

LIB3048-038-Q1-L1-E8 

BLASTX 

g3176690 

570 

6.0e-59 

136 

82 
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NCBI Description 



(AC003671) Similar to ubiquitin ligase gb_D63905 from S. 
cerevisiae. EST gb_R65295 comes from this gene. 
[Arabidopsis thaliana] 



Seq. No. 


202368 


seq. 1JJ 


IiIDjU^O UjO -LjJ- -[-J- 7 


Method 




NCBI GI 


go4xo4 / 


riliAoi score 


*± f± ^ 


E value 


o . ue~ ^ 


Match lengtn 


LU*± 


% identity 


an 


NCBI Description 


aiconoi aenycix oy triicit>'ci ^niv^ x.-l.j. 


Seq. No. 


202369 


Seq. ID 


LIB3048-038-Q1-L1-F1 


Method 


BLASTX 


NCBI GI 


g3249105 


BLAST score 


191 


E value 


5.0e-16 


Match length 


123 


% identity 


42 


NCBI Description 


(AC003114) Contains similarity 



- Arabidopsis thaliana 



(ABI1) gb_X78886 from A", thaliana. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202370 

LIB3048-038-Q1-L1-F12 

BLASTX 

gl706323 

364 

7.0e-35 

114 

63 

ORNITHINE DECARBOXYLASE 
ornithine , decarboxylase 
>gi_8 7 1 0 0 8_emb_CAA6 1 1 2 1_ 
[Datura stramonium] 



(ODC) >gi_2118242_pir S64704 

{EC 4.1.1.17) - jimsonweed 
(X87847) ornithine decarboxylase 



Seq. No. 


202371 


Seq. ID 


LIB3048-038-Q1-L1-F4 


Method 


BLASTX 


NCBI GI 


gll07526 


BLAST score 


244 


E value 


6.0e-21 


Match length 


72 


% identity 


68 


NCBI Description 


(X87931) SIEP1L protein [Beta 


Seq. No. 


202372 


Seq. ID 


LIB3048-038-Q1-L1-F5 


Method 


BLASTX 


NCBI GI 


g4508068 


BLAST score 


171 


E value 


2.0e-12 


Match length 


66 


% identity 


58 


NCBI Description 


(AC005882) 3063 [Arabidopsis 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202373 

LIB3048-038-Q1-L1-F7 

BLASTX 

g3687223 

401 

4.0e-39 

127 

69 

(AC005169) hypothetical protein [Arabidopsis thaliana] 
202374 

LIB3048-038-Q1-L1-G1 

BLASTX 

g2244792 

211 

3.0e-17 

77 

53 

(Z97336) ankyrin homolog [Arabidopsis thaliana] 
202375 

LIB3048-038-Q1-L1-G10 

BLASTX 

g3335355 

271 

5.0e-24 

76 

19 

(AC004512) Match to polyubiquitin DNA gb_L05401 from A. 
thaliana. Contains insertion of mitochondrial NADH 
dehydrogenase gb_X82618 and gb_X98301. May be a pseudogene 
with an expressed insert. EST gb__AA586248 comes from this 
region. [Arabi 

202376 

LIB3048-038-Q1-L1-G11 

BLASTX 

g2281085 

273 

4.0e-24 

128 

50 

(AC002333) CTR1 protein kinase isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202377 

LIB3048-038-Q1-L1-G12 

BLASTX 

g2231034 

479 

2.0e-48 

117 

79 

(Y12785) MAP kinase I [Petroselinum crispum] 



Seq. No. 



202378 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3048-038-Q1-L1-G8 

BLASTX 

g584863 

142 

2.0e-12 

85 

43 

CYTOCHROME P450 71A4 (CYPLXXIA4) (P-450EG2) 

>gi_480395_pir S36805 cytochrome P450 71A4 - eggplant 

>gi_402224_emb_CAA50312_ (X70981) P450 hydroxylase [Solanum 
melongena] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



202379 

LIB3048-038-Q1-L1-G9 

BLASTX 

g4567260 



BLAST score 


599 


E value 


2 . Qe-o2 


Match length 


1 


% identity 


83 


NCBI Description 


(AC006841) putative NADPH dependent 


reductase [Arabidopsis thaliana] 


Seq. No. 


a a a o a a 

202380 


Seq. ID 


LIB3048-038-Q1-L1-H1 


Method 


BLASTX 


NCBI GI 


g3132698 


BLAST score 


321 


E value 


4 . Oe-30 


Match length 


77 


% identity 


Q "3 
OO 


NCBI Description 


(AF061963) SAR DNA-binding protein-. 


Seq. No. 


202381 


Seq. ID 


LIB3048-038-Q1-L1-H10 


Method 


BLASTX 


NCBI GI 


g4098244 


BLAST score 


453 


E value 


2.0e-45 


Match length 


106 


% identity 


83 


NCBI Description 


(U76409) homeobox 1 protein [Lycope 


Seq. No. 


202382 


Seq. ID 


LIB3048-038-Q1-L1-H11 


Method 


BLASTX 


NCBI GI 


g4185142 


BLAST score 


216 


E value 


2.0e-26 


Match length 


107 


% identity 


68 


NCBI Description 


(AC005724) putative DNA repair and 



the SNF2 family [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



202383 

LIB3048-038-Q1-L1-H12 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



€1 



(EC 



g543867 
216 

1.0e-17 
68 
75 

ATP SYNTHASE GAMMA CHAIN, MITOCHONDRIAL PRECURSOR 

>gi_1076684_pir A47493 H+-transporting ATP synthase 

3.6.1.34) gamma chain precursor - sweet potato 
>gi_303626_dbj_BAA03526_ (D14699) Fl-ATPase gammma subunit 
[Ipomoea batatas] 

202384 

LIB3048-038-Q1-L1-H2 

BLASTX 

g!706918 

223 

3.0e-18 

120 
38 

FLAVONOL SULFOTRANSFERASE-LIKE >gi_498 647 (U10277) 
sulfotransferase-like flavonol [Flaveria bidentis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202385 

LIB3048-038-Q1-L1-H3 

BLASTX 

g2500399 

429 

2.0e-42 

108 

85 

40S RIBOSOMAL PROTEIN S3 >gi_1836060_bbs_179561 (S83098) 
ribosomal protein S3 [Ambystoma mexicanum=Mexican axolotls, 
embryos, Peptide, 253 aa] [Ambystoma mexicanum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202386 

LIB3048-038-Q1-L1-H4 

BLASTX 

gl399307 

323 

3.0e-30 

93 

75 

(U41475) phosphoinositide-specific phospholipase C P25 
[Glycine max] 

202387 

LIB3048-038-Q1-L1-H7 

BLASTX 

gl856971 

317 

3.0e-36 

105 

74 

(D26058) This gene is specifically expressed at the S phase 
during the cell cycle in the synchronous culture of 
periwinkle cells. [Catharanthus roseus] 
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Seq. No. 




Seq. ID 


ii±DJU40 UJO St- 1 - -L-J- 11U 


Method 


DT hcty 
dJjAo 1 A 


NCBI GI 


gll07526 


BLAST score 


281 


E value 


y . ue- jy 


Match lengtn 


1U O 


% identity 


/ 0 


NCoi Description 


fYR7Q^l \ 9TFP1 T, nrotein TBeta vulcxaris] 


Seq. No. 


zuzjo y 


beq. id 


T T"R^n4ft-n^ft-01 -LI -H9 


Method 


nr 7\n TV* 


NCBI GI 


g3492803 


BLAST score 


255 


E value 


4 . ue 


Match lengtn 


1 1 >i 

114 


% identity 


4y 


NCBI Description 


f z. ~rfi09 _17 Q ^ fmrpi rMpriicaao truncatulal 


Seq. No. 


zuzoyu 


C T Pt 

beq. id 


T TR^ndR-O^Q-OI -T.I -All 


Method 


BLAST A 


NCBI GI 


g3158376 


BLAST score 


345 


E value 


1 . Ue-oz 


Match length 


y / 


% identity 


70 


NCBI Description 


/ 1\ irn*5 RO^Q R \ nr* _n-n-\T*Tn T A "r^V^i"! HnT)C! t q +■ "h a 1 H;"ina 
In" U J J JO J j U.I1 KIHJ WIl [_ri-L a.JJXvJ.^J^'O -l o uiia._LJ-a.ii-a. 


Seq. No. 


OHO *5Q1 

zu__ jyi 


Seq. ID 


t TR^n_ift— n^Q-ni —T.I -Al ° 


Method 


BLAblA 


NCBI GI 


g4309889 


BLAST score 


151 


E value 


7 . Oe-lu 


Match length 


/o 


% identity 


37 


NCBI Description 


f annnA Qfi cHm-il^r -t-n PTD*a3877944 rHorrto 


Seq. No. 


zuzoyz 


Seq. ID 


t TR^nziR-n^Q— m -t.i —a? 


Method 


BLASTX 


NCBI GI 


g3461820 


BLAST score 


301 


E value 


2 . 0e-__ / 


Match length 


£TO 


% identity 


81 


NCBI Description 


f z-rTifizii "^R \ nri Vn own mr^t" i n f Arafoido'osis 


Seq. No. 


ono'soo 
zuzoyo 


beq. id 


T.TR3048-039-O1-L1-A3 

ilXDJUlU V —J -/ Ji-lJ- _r_.._v 


Method 


BLASTX 


NCBI GI 


g4490732 


BLAST score 


180 


E value 


3.0e-13 


Match length 


71 
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% identity 


D o 


NCBI Description 


vALUoo/uy; pnospnoenoj-pyruva te carooxyKinase ^^iiirj 




i™i -v*^^- /~\ t t^i r Vx n /-J /^-r™! i o f - n a 1 i ana 1 
prOCSin [HiaJjlUOpolb LildJ.±ciXlcl J 


Seq. No. 


202394 


beq. IJJ 


L1djU4o Ujj yi LI m 


Method 


DT a QTY 
i3J_irlo 1 A 


NCBI GI 


g4210451 


BLAST score 


150 


E value 




Matcn lengtn 


0 / 


% identity 


oU 


NCBI Description 


/ 7\om TO \ 7^ DD O nrAf ai n rBvnKi ^-J /-\r-\ o"io final "1 anal 

(Ar5Ulo4/^; akkz prorem L/iraDiaopsis unajLxanaj 


Seq. No. 


zU2oyo 


beq. iu 


t TmnAfi- n^Q— m — t 1 -z\r 

JjIDjU^O Ujj ^± J-J-L ri.J 


Method 


DT TXO'T'Y 




rr41 707? 
yii / u / J 


BLAST score 


597 


E value 


4.0e-62 


Match length 


146 


% identity 


77 


NCBI Description 


GLUTAMATE SYNTHASE (NADH) PRECURSOR (NADH-GOGAT) 



>gi_484529_pir JQ1977 glutamate synthase (NADH) (EC 

1.4.1.14) - alfalfa >gi_166412 (L01660) NADH- glutamate 
synthase [Medicago sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202396 

LIB3048-039-Q1-L1-A6 

BLASTX 

g!20669 

451 

5.0e-45 

91 

91 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66014_pir DEJMG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - Magnolia liliiflora 
>gi_19566_emb__CAA42905_ (X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202397 

LIB3048-039-Q1-L1-A8 

BLASTN 

g3582780 

47 

2.0e-17 

67 

93 

Nicotiana tabacum clone 354 peroxisomal targeting sequence 
1 receptor (PEX5) mRNA, partial cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



202398 

LIB3048-039-Q1-L1-A9 

BLASTX 

gl335862 

400 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-39 

96 

82 

(U42608) clathrin heavy chain [Glycine max] 
202399 

LIB3048-039-Q1-L1-B10 

BLASTX 

g2499710 

572 

3.0e-59 

116 

91 

PHOSPHOLIPASE D PRECURSOR (PLD) (CHOLINE PHOSPHATASE) 

(PHOSPHATIDYLCHOLINE-HYDROLYZING PHOSPHOLIPASE D) 

>gi 1438075 (L33686) phospholipase D [Ricinus communis] 



Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 

Match length V 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202400 

LIB3048-039-Q1-L1-B4 

BLASTX 

g606942 

165 

2.0e-ll 

77 

52 

(U13760) unknown [Gossypium hirsutum] 
202401 

LIB3048-039-Q1-L1-B5 

BLASTX 

g2052383 

213 

3.0e-17 

43 

88 

(U66345) calreticulin [Arabidopsis thaliana] 
202402 

LIB3048-039-Q1-L1-B6 

BLASTX 

gl762148 

559 

1.0e-57 

112 

94 

(U48695) glutamate dehydrogenase [Solanum lycopersicum] 
202403 

LIB3048-039-Q1-L1-B7 

BLASTX 

gll74592 

745 

2.0e-79 

141 

99 

TUBULIN ALPHA- 1 CHAIN >gi_2119270_pir S60233 alpha-tubulin 

- garden pea >gi_525332 (U1258 9) alpha-tubulin [Pisum 
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fl 

sativum] 

Seq. No. 202404 
Seq. ID LIB3048-039-Q1-L1-B8 
Method BLASTX 
NCBI GI gl084349 
BLAST score 4 94 

E value 5.0e-50 
Match length 129 
% identity 78 

NCBI Description aldehyde dehydrogenase homolog btg-26 - rape 

>gi_913941_bbs_164188 (S77096) aldehyde dehydrogenase 
homolog=btg-26 [Brassica napus, cv. Bridger, Peptide, 494 
aa] [Brassica napus] 

Seq. No. 202405 

Seq. ID LIB3048-039-Q1-L1-C1 

Method BLASTX 

NCBI GI g2076623 

BLAST score 152 

E value 7.0e-10 

Match length 140 

% identity 31 

NCBI Description (Z95151) PtrB [Mycobacterium leprae] 

Seq. No. 202406 

Seq. ID LIB3048-039-Q1-L1-C10 

Method BLASTX 

NCBI GI g2980641 

BLAST score 253 

E value 7.0e-22 

Match length 109 

% identity 45 , 
NCBI Description (Y11250) multi resistance protein [Arabidopsis thaliana] 

Seq. No. 202407 

Seq. ID LIB3048-039-Q1-L1-C12 

Method BLASTX 

NCBI GI g2864609 

BLAST score 302 

E value 1.0e-27 

Match length 100 

% identity 59 

NCBI Description (AL021811) putative protein [Arabidopsis thalxana] 

>gi_4049337_emb_CAA22562_ (AL034567) putative protein 
[Arabidopsis thaliana] 

Seq. No. 202408 

Seq. ID LIB3048-039-Q1-L1-C2 

Method BLASTX 

NCBI GI g4467145 

BLAST score 161 

E value 4.0e-16 

Match length 54 

% identity 83 

NCBI Description (AL035540) farnesylated protein (ATFP6) [Arabidopsis 
thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202409 

LIB3048-039-Q1-L1-C4 

BLASTX 

gl684857 

611 

1.0e-63 

125 
39 

(U77940) polyubiquitin [Phaseolus vulgaris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202410 

LIB3048-039-Q1-L1-C5 

BLASTX 

gl854581 

200 

7.0e-16 

73 
56 

(L24120) peroxidase precursor [Linum usitatissimum] 
202411 

LIB3048-039-Q1-L1-C7 

BLASTX 

g2499819 

521 

3.0e-53 

139 

70 

ASPARTIC PROTEINASE ORYZASIN 1 PRECURSOR 

>gi_2130068_pir S66516 aspartic proteinase 1 precursor - 

rice >gi_1030715_dbj_BAA06876_ (D32165) aspartic protease 
[Oryza sativa] >gi_1711289_dbj_BAA06875_ (D32144) aspartic 
protease [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202412 

LIB3048-039-Q1-L1-C8 

BLASTX 

gl778378 

220 

6.0e-18 

62 

74 

(U81289) NAPlPs [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



202413 

LIB3048-039-Q1-L1-C9 

BLASTX 

g2618721 

146 

2.0e-09 

45 

67 

(U49072) IAA16 [Arabidopsis thaliana] 
202414 

LIB3048-039-Q1-L1-D10 



27525 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3805845 

499 

1.0e-50 

126 
71 

(AL031986) 



putative protein [Arabidopsis thaliana] 



202415 

LIB3048-039-Q1-L1-D11 

BLASTX 

g2507422 

318 

2.0e-29 

71 

87 

CYSTATHIONINE GAMMA- SYNTHASE PRECURSOR (CGS) 
(O-SUCCINYLHOMOSERINE (THIOL) -LYASE) >gi_3293261 (AF039206 
cystathionine gamma-synthase precursor [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



202416 

LIB3048-039-Q1-L1-D12 

BLASTX 

g4185136 

481 

2.0e-48 

129 

67 

(AC005724) putative trehalose-6-phosphate synthase 
[Arabidopsis thaliana] 

202417 

LIB3048-039-Q1-L1-D2 

BLASTX 

g2570164 

439 

1.0e-43 

123 

63 

(D45183) chitinase [Chenopodium amaranticolor] 
202418 

LIB3048-039-Q1-L1-D4 

BLASTX 

g285741 

455 

2.0e-45 

134 

67 

(D14550) EDGP precursor [Daucus carota] 
202419 

LIB3048-039-Q1-L1-D5 

BLASTX 

gl!75557 

161 



27526 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6.0e-ll 

99 

35 

HYPOTHETICAL PROTEIN HI1161 >gi_1073773_pir_A64187 15 kDa 
protein (P15) homolog - Haemophilus influenzae (strain Rd 
KW20) >gi_1574088 (U32796) conserved hypothetical protein 
[Haemophilus influenzae Rd] 

202420 

LIB3048-O39-Q1-L1-D8 

BLASTX 

g2146797 

585 

1.0e-60 

141 

77 

protein disulf ide-isomerase (EC 5.3.4.1) - Castor bean 
>gi_1134968 (U41385) protein disulphide isomerase PDI 
[Ricinus communis] >gi_1587210__prf^2206331A protein 
disulfide isomerase [Ricinus communis] 

202421 

LIB3048-039-Q1-L1-E1 

BLASTX 

g2624383 

386 

1.0e-62 

143 

78 

(Y09447) cinnamate 4-hydroxylase [Phaseolus vulgaris] 
202422 

LIB3048-039-Q1-L1-E10 

BLASTX 

g2462749 

162 

3.0e-ll 

114 

38 

(AC002292) Putative Serine/Threonine protein kinase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202423 

LIB3048-039-Q1-L1-E2 

BLASTX 

g2827718 

261 

1.0e-22 
133 
50 

(AL021684) 
thaliana] 



retrotransposon - like protein [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



202424 

LIB3048-039-Q1-L1-E3 

BLASTX 

g2618721 



27527 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169 

6.0e-12 

59 
64 

(U49072) IAA16 [Arabidopsis thaliana] 
202425 

LIB3048-039-Q1-L1-E4 

BLASTX 

gl706918 

292 

3.0e-26 

126 

46 

FLAVONOL SULFOTRANSFERASE-LIKE >gi_498647 (U10277) 
sulfotransferase-like flavonol [Flaveria bidentis] 



Seq. No. 


202426 


Seq. ID 


LIB3048-039-Q1-L1-E7 


Method 


BLASTX 


NCBI GI 


g2244792 


BLAST score 


312 


E value 


9.0e-29 


Match length 


81 


% identity 


75 


NCBI Description 


(Z97336) ankyrin homolog 


Seq. No. 


202427 


Seq. ID 


LIB3048-039-Q1-L1-E8 


Method 


BLASTX 


NCBI GI 


gl657621 


BLAST score 


368 


E value 


9.0e-38 


Match length 


116 


% identity 


71 


NCBI Description 


(U72505) G6p [Arabidopsis 



>gi_3068711 (AF049236) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



202428 

LIB3048-039-Q1-L1-E9 

BLASTX 

g464775 

553 

5.0e-57 

126 

84 

SUPEROXIDE DISMUTASE PRECURSOR (MN) >gi_542013_pir S394 92 

superoxide dismutase - Para rubber tree >gi_348137^ (L11707) 
superoxide dismutase (manganese) [Hevea brasiliensis] 

202429 

LIB3048-039-Q1-L1-F1 

BLASTX 

g2290683 

455 

2.0e-45 
98 



27528 



% identity 84 

NCBI Description (AF000136) basic cellulase [Citrus sinensis] 

Seq. No. 202430 

Seq. ID LIB3048-039-Q1-L1-F3 

Method BLASTX 

NCBI GI gl335862 

BLAST score 514 

E value 2.0e-52 

Match length 134 

% identity 7 6 

NCBI Description (U42608) clathrin heavy chain [Glycine max] 
202431 

LIB3048-039-Q1-L1-F4 
BLASTX 
g2119362 
180 

2.0e-13 
58 
32 

calmodulin - mouse >gi_469422 (M19381) calmodulin [Mus 
musculus] 

Seq. No. 202432 

Seq. ID LIB3048-039-Q1-L1-F6 

Method BLASTX 

NCBI GI g3024756 

BLAST score 176 

E value 4.0e-13 

Match length 83 

% identity 42 

NCBI Description TYPE II DNA TOPOISOMERASE VI SUBUNIT B 

>gi_1926403_emb_CAA71604_ (Y10582) type II DNA 
topoisomerase subunit B [Sulfolobus shibatae] 

202433 

LIB3048-039-Q1-L1-F7 
BLASTX 
gl32939 
520 

5.0e-53 
143 
70 

60S RIBOSOMAL PROTEIN L3 >gi_81657_pir JQ0771 ribosomal 

protein L3 (ARP1) - Arabidopsis thaliana >gi_l 66858 
(M32654) ribosomal protein [Arabidopsis thaliana] 

Seq. No. 202434 

Seq. ID LIB3048-039-Q1-L1-F9 

Method BLASTX 

NCBI GI g2244806 

BLAST score 203 

E value 6.0e-16 

Match length 123 

% identity 42 . 
NCBI Description (Z97336) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27529 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202435 

LIB3048-039-Q1-L1-G1 

BLASTX 

g4544454 

563 

4.0e-58 

138 

77 

(AC006592) putative DNAJ protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202436 

LIB3048-039-Q1-L1-G10 

BLASTX 

gl658197 

160 

3.0e-ll 
74 
46 

(U74630) 
(U74631) 



calreticulin [Ricinus communis] >gi_1763297 
calreticulin [Ricinus communis] 



Seq. No. 


202437 


Seq. ID 


LIB3048-039- 


Method 


BLASTX 


NCBI GI 


g4432844 


BLAST score 


190 


E value 


2.0e-14 


Match length 


66 


% identity 


55 


NCBI Description 


(AC006283) i 


Seq. No. 


202438 


Seq. ID 


LIB3048-039 


Method 


BLASTX 


NCBI GI 


g3420906 


BLAST score 


237 


E value 


3.0e-22 


Match length 


72 


% identity 


59 


NCBI Description 


(AF080595) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



zinc finger protein; WRKY1 [Pimpinella 
brachycarpa] 

202439 

LIB3048-039-Q1-L1-G3 

BLASTX 

gl572819 

237 

7.0e-20 

98 

49 

(U70855) similar to the RAS gene family [Caenorhabditis 
elegans] 



Seq. No. 
Seq. ID 
Method 



202440 

LIB3048-039-Q1-L1-G4 
BLASTX 



27530 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4455317 
176 

9.0e-13 

123 

12 

(AL035528) putative disease resistance protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202441 

LIB3048-039-Q1-L1-G5 

BLASTX 

g515503 

398 

1.0e-38 

146 
52 

(U12013) 4-coumarate-CoA ligase enzyme [Pinus taeda] 

>gi 1143308 (U39404) 4-coumarate : CoA ligase [Pinus taeda] 

>gi~1143310 (U39405) 4-coumarate: CoA ligase [Pinus taeda] 

202442 

LIB3048-039-Q1-L1-G6 

BLASTX 

g!076655 

209 

9.0e-17 

84 

51 

dioxygenase - eggplant >gi__607190_emb_CAA54557_ (X77368) 
dioxygenase [Solanum melongena] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202443 

LIB3048-039-Q1-L1-G9 

BLASTX 

gl335862 

457 

1.0e-45 

126 

72 

(U42608) clathrin heavy chain [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202444 

LIB3048-039-Q1-L1-H10 

BLASTX 

g2739381 

394 

2.0e-38 

110 

68 

(AC002505) putative patatin [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



202445 

LIB3048-039-Q1-L1-H11 

BLASTX 

g478389 

231 

1.0e-19 



27531 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



69 
64 

peroxidase (EC 1.11.1.7) precursor, anionic - Japanese 
aspen x large-toothed aspen >gi_217 997_dbj_BAA01877__ 
(D11102) peroxidase [Populus kitakamiensis] 

>gi_444801_prf 1908234A anionic peroxidase [Populus 

kitakamiensis ] 

202446 

LIB3048-039-Q1-L1-H12 

BLASTX 

g478389 

142 

2.0e-09 

60 

50 

peroxidase (EC 1.11.1.7) precursor, anionic - Japanese 
aspen x large-toothed aspen >gi_217997_dbj_BAA01877_ 
(D11102) peroxidase [Populus kitakamiensis] 

>gi_444801_j>rf 1908234A anionic peroxidase [Populus 

kitakamiensis] 

202447 

LIB3048-039-Q1-L1-H2 

BLASTX 

g3193316 

652 

2.0e-68 
143 
85 

(AF069299) 
epimerases 



contains similarity to nucleotide sugar 
[Arabidopsis thaliana] 



202448 

LIB3048-039-Q1-L1-H3 

BLASTX 

g2326372 

530 

3.0e-54 

134 

71 

(Y14404) putative arabinose kinase [Arabidopsis thaliana] 
202449 

LIB3048-039-Q1-L1-H4 

BLASTX 

g2258414 

162 

3.0e-ll 

64 

55 

(AF007873) dolichol monophosphate mannose synthase 
[Schizosaccharomyces pombe] >gi_2388967_emb_CAB117G0_ 
(Z98979) dolichol monophosphate mannose synthase 
[Schizosaccharomyces pombe] 



Seq. No. 



202450 



27532 



Corr IT) 






RT.A^TX 




a2258418 


BLAST score 


262 


E value 


7.0e-23 


i v ja.L.cn xeiigun 


/ o 


t> xu.enx.XT-y 




JN^ijX UcbLXXpLlUil 


^A'P , nn7ft7^^ Hnl i phnl mnnnnhn^nhafp mannose svntha.se rHomo 




qani fan o 1 


beq* JNO . 


Z U Z ft 0 X 




T.TFn04ft-f)4r)-O1 — T,1 -A1 fl 


Method 


OXifib i A 


NCBI GI 


g2864624 


BLAST score 


349 


/i VdlUe 


O • US JJ 


jyiaT-cn xengt.n 


1 ^7 


% identity 




1N\^.DX UcbOliptlUil 


f AT,fl9 1 ft 1 1 \ nn f- a f- 1 tj^ nrnfpin T Ar^hi dno^s i s thalianal 


beq. NO. 


909 A R9 


beq. iu 


T TR^n4ft-fl4n-nl -Li -A1 9 


i v ie Liioa. 




NCBI GI 


gx xy b4 u 


dIiAoi score 


iO J 


E value 




Match length 


103 


% identity 


52 


NCBI Description 


1 — aMTMnPYPT nPRDPAWTT— 1 -fARROY YLATF OYTnA^F HOMOT.OG ( PROTEIN 


t-»q \ --s~ A p oi n q n n r cn 1 ^ A 9 rinoninrr Tiyol" ^ "i n F 1 ft — t" OTT\ ^ O 




s/T-! i Qi^Q cmV-v r , ZiZi'^17ftQ (Y1*^A11\ TTft nrnf ^ n n f T.\7rT>"n£=>r"<3 t rrin 




escuiciii.uiuj 


beq. jno. 




beq. iu 


T TR^DAft — flAO— 01 —T.I -A9 


Metnoa 


DT 7\ C T 1 V 


NCBI GI 


gl556429 


BLAST score 


397 


E value 


x • ue o o 


jyiancn xengun 


X Lc. 


% identity 


/ u 


MPD T r\o C3 /- 1 V "1 T\"f~ "1 /^lT> 
INU.DX UCbtX -L^JL. J_Uil 


(Y&A00f\\ pi tr^t"p c;vntha<;p TNi rTjt "i ana 1" atianiml 

^ AO T^t. U J wiUiuLC o jf ii maoc LiiiLfUuxoiia t— cii^a. uull j 


beq. wo. 




beq. xu 


T TPv^fl A P — fldO-Dl -T 1 — A^ 
XXDOUfiO U*iU Si± J-i-L riJ 


weinou 


D J_LTlO 1 A 


NCBI GI 


g3785974 


BLAST score 


190 


E value 


9 fia— T 4 


Match length 


Q *7 
O / 


% laentxty 


>! Q 

4o 




^APOOSSfiO^ mi1~a1"ive DNA recombinase TArabidoDsis thalianal 


Seq. No. 


202455 


Seq. ID 


LIB3048-040-Q1-L1-A4 


Method 


BLASTN 


NCBI GI 


gl769890 



27533 




BLAST score 


40 


E value 


A Ho— 1 7 

4 . ue 1j 


\j[ *k -J— y~m X-\ "1 -i— X-\ 

MatCn lenyun 


10 
I Z 


-6 identity 


Q Q 


Nv^ox Description 


H.I,IlaIlana ralD^ ytrlle 


beq. No. 


ZUZ400 


oeq. id 


T TR^04R— D A H— HI — T.1 — Afi 






NCBI GI 


g4098129 


BLAST score 


614 


E value 


o . ue d4 


Match length 


1 1 


% identity 


y / 


vrfD T Hoc r*y~ i r\+" n on 
JNk^DX Ucotl -Ljp L1UI1 


fimSfifi 1 oil prn<5P o \rn 4- "h a o £a rf^O^ <=!\7T)1 nm hi Tcsntnml 

\\J / JJOO] DUUIUOC O^llUllClOC [uUDCi jrjJX UJ.IL 11X1 D ULUIUJ 


beq. iMO . 




oeq. id 


t TR^nAR-nzin— m — t i — ri 

J_j1JD.jU fi O U ft U i-il Dl 


ric L.HOU. 


RT ZV^TY 


MPDT PT 

INUJdI bi 


gi-joiyoo 


BLAST score 


366 


E value 


3.0e-35 


Match length 


i no 
1UZ 


% identity 


/ Z 


NCBI Description 


akf protein — Araoidopsis tnaiiana >gi ooo4j4 eitiD (^i\/\c 




(Z4y//b) AKr protein [Araoidopsis tnananaj 


Seq. No. 


o n o a no 

zuz4oo 


beq. id 


.LI do U 4 o — U4U — Ul dIU 


Method 


DT 7\ QTY 


NCBI GI 


g2618699 


BLAST score 


183 


E value 


/ . ue— oU 


Match iength 


iiy 


% identity 


(CO 


jnodi Description 


(Aouuzoiuy unKnown proiein L^raDiaopsis rnananaj 


beq. no. 


zuz4oy 


beq. iu 


L1djU4o U4 U yl Lil olZ 


rue LilUU 




MPRT PT 
JNU.DJL bl 


g*t *i u do i o 


BLAST score 


426 


E value 


4.0e-42 


Match length 


iUl 


-s identity 


/ O 


NCBI Description 


(AC006201) putative transcription factor-like protein 




[Arabidopsis thaliana] 


Seq. No. 


zuz4 dU 


beq* id 


±jibou4o— U4 u—yi— lil "DO 


ixie tnoa 


RT 7i QT'Y 


TJPRT (IT 




BLAST score 


496 


E value 


2.0e-50 


Match length 


113 


% identity 


85 


NCBI Description 


protein kinase ADK1 - Arabidopsis thaliana >gi_12164 8 



27534 



(U48779) dual specificity kinase 1 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202461 

LIB3048-040-Q1-L1-B7 

BLASTX 

g3281851 

174 

1.0e-12 

110 
25 

(AL031004) RNA lariat debranching enzyme - like protein 
[Arabidopsis thaliana] 



Seq. No. 


202462 


Seq. ID 


LIB3048-040-Q1-L1-B8 


Method 


BLAS TX 


NCBI GI 


g3643608 


BLAST score 


292 


E value 


a . Oe-zo 


Match length 


109 


% identity 


52 


NCBI Description 


(AC005395) hypothetical protein [Arabiaopsis 


oeq. JNO . 


ZUZfl Dj 


Seq. ID 


LIB3048-040-Q1-L1-C11 


Method 


BLASTX 


NCBI GI 


g4056489 


BLAST score 


224 


E value 


1.0e-18 


Match length 


109 


% identity 


46 


NCBI Description 


(AC005896) putative white protein [Arabidops 


Seq. No. 


202464 


Seq. ID 


LIB3048-040-Q1-L1-C7 


Method 


BLASTX 


NCBI GI 


gl346387 


BLAST score 


516 


E value 


1.0e-52 


Match length 


114 


% identity 


88 


NCBI Description 


KNOTTED-LIKE HOMEOBOX PROTEIN 3 >gi 1045042 



_emb_CAA63130_ 
(X92392) KNAT3 homeobox protein [Arabidopsis thaliana] 
>gi_4063731 (AC006259) KNAT3 homeodomain protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202465 

LIB3048-040-Q1-L1-C8 

BLASTX 

g482230 

305 

7.0e-28 

133 

49 

hypothetical protein K03H1.2 



- Caenorhabditis elegans 



Seq. No. 



202466 



27535 



Seq. ID 


LIB3048-040-O1-L1-C9 


Method 


BLASTX 


NCBI GI 


g3885329 


BLAST score 


152 


1-4 V CI X L1C 


4 . 0e-10 


i~ clr\ 1 pn rr+" h 




O -L UCil LX L y 


60 


NCBI Descriotion 


(AC0056231 alien-like 




<£. \J *± U / 


Sea. ID 


LIB3048-040-O1-L1-D10 


Method 


BLASTN 


NCBI GI 


gl3192 


BLAST score 


130 


E value 


5.0e-67 


Match length 


278 


% identity 


87 


NCBI Description 


Oenothera berteriana ] 




operon 


Seq. No. 


202468 



alien-like protein [Arabidopsis thaliana] 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



LIB3048-040-Q1-L1-D11 

BLASTX 

g3450842 

445 

2.0e-44 

113 

74 

(AF080436) mitogen activated protein kinase kinase [Oryza 
sativa] 

202469 

LIB3048-040-Q1-L1-D12 

BLASTX 

g3641837 

174 

2.0e-12 

83 

57 

(AL023094) Nonclathrin coat protein gamma - like protein 
[Arabidopsis thaliana] 

202470 

LIB3048-040-Q1-L1-D2 

BLASTX 

g4539423 

559 

1.0e-57 

132 
82 

(AL049171) pyrophosphate-dependent phosphofructo-l-kinase 
[Arabidopsis thaliana] 

202471 

LIB3048-040-Q1-L1-D5 

BLASTX 

g2541896 



27536 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147 

6.0e-10 

46 

63 

(D63676) acetolactate synthase [Cyanidium caldarium] 
202472 

LIB3048-040-Q1-L1-D6 

BLASTX 

gll7665,8 

172 

3.0e-12 

65 
52 

HYPOTHETICAL 200.6 KD PROTEIN B0228.2 IN CHROMOSOME II 
>gi_726363 (U23168) No definition line found 
[Caenorhabditis elegans] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
: Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 



202473 * 

LIB3048-040-Q1-L1-E10 

BLASTX 

gll43322 

564 

3.0e-58 

126 

82 

(U40979) alfa-carboxyltransferase precursor [Glycine max] 
202474 

LIB3048-040-Q1-L1-E11 
BLASTX 



NCBI GI 


gll42619 


BLAST score 


289 


E value 


4.0e-26 


Match length 


111 


% identity 


56 


NCBI Description 


(U18348) phaseolin G-box binding protein 




vulgaris] 


Seq. No. 


202475 


Seq. ID 


LIB3048-040-Q1-L1-E12 


Method 


BLASTX 


NCBI GI 


g2739381 


BLAST score 


423 


E value 


8.0e-42 


Match length 


120 


% identity 


67 


NCBI Description 


(AC002505) putative patatin [Arabidopsis 


Seq. No. 


202476 


Seq. ID 


LIB3048-040-Q1-L1-E3 


Method 


BLASTX 


NCBI GI 


gl345642 


BLAST score 


234 


E value 


1.0e-19 


Match length 


130 


% identity 


34 



[Phaseolus 



27537 




NCBI Description FLAVONOID 3 T , 5 1 -HYDROXYLASE 1 (F3 f 5'H) {CYTOCHROME P450 

75A1) (CYPLXXVA1) >gi_629710_pir S38985 flavonoid 

3' , 5' -hydroxylase Hfl - garden petunia 
>gi_311656_emb_CAA80266_ (Z22545) flavonoid 
3' , 5' -hydroxylase [Petunia x hybrida] 
>gi_1853972__dbj_BAA03438_ (D14588) 

flavonoid-3 T , 5 ' -hydroxylase [Petunia x hybrida] >gi_34 26337 
(AF081575) flavonoid 3 1 , 5 T -hydroxylase [Petunia x hybrida] 

>gi_738772_prf 2001426B flavonoid 3 1 , 5 1 -hydroxylase 

[Petunia x hybrida] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202477 

LIB3048-040-Q1-L1-E4 

BLASTX 

g4455210 

321 

1.0e-29 

127 

51 

(AL035440) 
thaliana] 



putative aspartate-tRNA ligase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202478 

LIB3048-040-Q1-L1-E5 

BLASTX 

g2245060 

182 

2.0e-13 

52 

62 

(Z97342) allergen homolog [Arabidopsis thaliana] 
202479 

LIB3048-040-Q1-L1-E6 

BLASTX 

gl002800 

370 

1.0e-35 

116 

61 

(U33917) Cpm7 [Craterostigma plantagineum] 
202480 

LIB3048-040-Q1-L1-F10 

BLASTX 

g3175990 

256 

8.0e-23 

61 

92 

(AJ005836) GDP dissociation inhibitor [Cicer arietinum] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



202481 

LIB3048-040-Q1-L1-F12 

BLASTX 

gl002800 

370 



27538 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



9.0e-36 

96 

66 

(U33917) Cpm7 [Craterostigma plantagineum] 
202482 

LIB3048-040-Q1-L1-F3 

BLASTX 

g464849 

665 

4.0e-70 

128 

98 

TUBULIN ALPHA CHAIN >gi_486847_pir S36232 tubulin alpha 

chain - almond >gi_20413__emb_CAA47 635_ (X67162) 
alpha-tubulin [Prunus dulcis] 

202483 

LIB3048-040-Q1-L1-F7 

BLASTX 

g4406818 

427 

3.0e-42 

101 

73 

(AC006201) putative transcription factor-like protein 
[Arabidopsis thaliana] 

202484 

LIB3048-040-Q1-L1-F8 

BLASTX 

gl943751 

194 

7.0e-15 

45 

89 

(U93845) Arabidopsis thaliana ER-type calcium pump 
protein, complete sequence >gi_2078292 (U96455) ER-type 
Ca2+-pumping ATPase; ECAlp [Arabidopsis thaliana] 

202485 

LIB3048-040-Q1-L1-F9 

BLASTX 

g3882081 

517 

8.0e-53 

105 

33 

(AJ012552) polyubiquitin [Vicia faba] 
202486 

LIB3048-040-Q1-L1-G11 

BLASTX 

g2462746 

446 

2.0e-44 
106 



27539 



% identity 


/ y 


NCBI Description 


( ACUUzz J bintiiar to Air~ciurdLe~iyase LH.j_<ixjxu.up£>xt> 




unaiiana j 


Seq. No. 


n r\o a on 


o « th 

beq. xu 


t Tn^n /ifi— ha ri— ni — t i — rz? 

L1DjU4o U*iU yl Jui VjZ 


Method 


DT 7\C rpV 


NCBI GI 


gl001135 


BLAST score 


192 


E value 


i n r> i ^ 
1 . Ue-I4 


Match length 


ol 


% identity 


75 


NCBI Description 


lUD-lUUl j dCcCUldL-Ldtc oy 11 Hi do t; [ oyiicuiiuu_y o i_ .l o o m » j 


Seq. No. 


zuz4oo 


beq. xu 


t m^n/io—PM H— m — t i — ho 
lidjU^o U4u yi Li xii 


Metnoa 




NCBI GI 


gzo^ytfyo 


BLAST score 


248 


E value 


3.0e-21 


Match length 


y / 


% identity 


4 / 


NCBI Description 


(ACUUzJll) nigniy similar to duxin-reguxatea protein 




gp AOUUjj lOJ^l LfiraJJlGOpb-Lo Lila.Xia.ild j 


Seq. No. 


o a a /ton 

202489 


Seq. ID 


T-rnori/io nyin ni t 1 tt q 

LIB JO 4 o-U4U-Qi-iil-no 


Method 


BLASTX 


NCBI GI 


g4220533 


BLAST score 


327 


E value 


2.0e-30 


Match length 


i no 

lOo 


% identity 


66 


NCBI Description 


(ALOooojd) putative mitocnonariai uncoupling protein 




[HXaDlQOpSXS tnallaudj 


Seq. No. 


202490 


beq. iu 


LiDjUfto uftU yi J-ix no 


Method 


BLASTX 


NCBI GI 


g2507422 


BLAST score 


321 


E value 


1.0e-29 


Match length 


124 



% identity 

NCBI Description 



74 

CYSTATHIONINE GAMMA- SYNTHASE PRECURSOR (CGS) 
(0-SUCCINYLHOMOSERINE (THIOL) -LYASE) >gi_3293261 (AF039206) 
cystathionine gamma- synthase precursor [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



202491 

LIB3048-041-Q1-L1-A1 

BLASTX 

g529353 

138 

8.0e-ll 

96 

50 



27540 



NCBI Description (U12757) diphenol oxidase [Acer pseudoplatanus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202492 

LIB3048-041-Q1-L1-A11 

BLASTX 

g2791834 

529 

1.0e-57 

130 

89 

(AF041463) elongation factor 



1 -alpha [Manihot esculenta] 



202493 

LIB3048-041-Q1-L1-A12 

BLASTX 

g99688 

147 

4.0e-ll 

73 
55 

translation elongation factor eEF-1 alpha chain (gene A4) 
Arabidopsis thaliana >gi_29578 9_emb_CAA34456_ (X16432)' 
elongation factor 1-alpha [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202494 

LIB3048-041-Q1-L1-A2 

BLASTX 

gl709498 

511 

5.0e-52 

110 

84 

OSMOTIN-LIKE PROTEIN OSM34 PRECURSOR 

>gi_1362001_pir S57524 osmotin precursor ■ 

thaliana >gi_887390_emb_CAA61411_ (X89008) 
[Arabidopsis thaliana] 



• Arabidopsis 
osmotin 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202495 

LIB3048-041-Q1-L1-A3 

BLASTX 

gl69989 

397 

9.0e-39 

115 

72 

(L12157) 
max] 



NADPH-specific isocitrate dehydrogenase [Glycine 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202496 

LIB3048-041-Q1-L1-A4 

BLASTX 

g!69989 

315 

3.0e-29 

100 

66 

(L12157) NADPH-specific isocitrate dehydrogenase 



[Glycine 



27541 



max] 



Sea No 


2024 97 


Seq. ID 


LIB3048-041-Q1-L1-A5 


Method 


BLASTX 


TvirRT CJ 

IN wO x Ul 


nA A fiftQ7ft 


T5T.Z1 C "T" apnrp 

DlinO X k3v_-UL d 




TP TT 3 1 llfl 


c Ho — 9 9 






^ laeniiuy 


/ 0 


jnc-di Description 


(AL035605) peroxidase-like protein [Arabidopsis thaliana] 




9094Q« 


Seq. ID 


LIB3048-041-Q1-L1-A7 


Method 


BLASTX 




rr94 441 7ft 


DUnu 1 ouuic 


9QR 
y u 


E value 


O • US Z / 


Matrh 1 e^nrrth 


76 


IS lU.cIJXlL,y 


7 Q 


iNv^ox Description 


(U94784) unconventional myosin [Helianthus annuus] 




909 A 99 


Qprj TP) 


T,TR^fi4fl — 041 -HI — T 1 -Rl 

iilDJU-i O U *± X yj* 111 OX 


Method 


BLASTX 


NCBI GI 


gll55261 


jdj_lh.o i score 




E value 


O . U6~jg 


Match length 


1U / 


% identity 


/ 4 


iml-di Description 


(U40217) eukaryotic release factor 1 homolog [Arabidopsis 




thaliana] 




909 Rnn 


Seq. ID 


LIB3048-041-Q1-L1-B10 


Method 


BLASTX 




/r^l A lOQ A A 
g*i ftOZo 4 4 


i5i_iii.o i score 


1 


Hj value 




]\>T ~\ 4— V\ 1 n -n /~r +- Vi 

ridLCu lenytn 


P 4 


% identity 


n 1 
01 


jnudi Description 


(ALuuozaJ) unknown protein L Arabidopsis thaliana] 




909 roi 


oci^. ± u 


lil DO U 4 o~U4 1 — yi IjI rill 


L"IC L11UU 


DXtriO 1 A 


NCBI GI 


g!174592 


BLAST score 


705 


E value 


Q Art TC 

y . ue / o 


Mat 1 ph "1 on rr*H lr\ 




% identity 


99 


NCBI Description 


TUBULIN ALPHA- 1 CHAIN >gi 2119270 pir S60233 alpha-tubulin 




- garden pea >gi_525332 (U1258 9) alpha-tubulin [Pisum 




sativum] 


Seq. No. 


202502 


Seq. ID 


LIB3048-041-Q1-L1-B3 



27542 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3763933 

303 

1.0e-27 

102 

75 

(AC004450) 



unknown protein [Arabidopsis thaliana] 



202503 

LIB3Q48-041-Q1-L1-B4 

BLASTX 

gl703200 

370 

1.0e-35 

93 

76 

PROTEIN KINASE AFC 2 >gi_601789 (U16177) protein kinase 
[Arabidopsis thaliana] >gi_642130_dbj_BAA08214_ (D45353) 
protein kinase [Arabidopsis thaliana] 

>gi_4220516_emb_CAA22989_ (AL035356) protein kinase (AFC2) 
[Arabidopsis thaliana] 

202504 

LIB3048-041-Q1-L1-B5 

BLASTX *" . 

g4262167 

482 

1.0e-48 

121 
71 

(AC005275) putative LRR receptor-linked protein kinase 
[Arabidopsis thaliana] 

202505 

LIB3048-041-Q1-L1-B6 

BLASTN 

g2264311 

53 

6.0e-21 

167 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MLN1, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



202506 

LIB3048-041-Q1-L1-B9 

BLASTX 

g2213619 

179 

2.0e-13 

79 

46 

(AC000103) F21J9.14 [Arabidopsis thaliana] 
202507 

LIB3048-041-Q1-L1-C11 
BLASTX 



27543 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2499553 
655 

6.0e-69 

134 

90 

CRYPTOCHROMS 1 APOPROTEIN (BLUE LIGHT PHOTORECEPTOR) 

>gi_629524_pir S39058 probable deoxyribodipyrimidine 

photo-lyase (EC 4,1*99.3) - Arabidopsis thaliana 
>gi_442529_bbs_139743 (S66907) flavin-type blue-light 
photoreceptor, HY4-DNA phot olyase/ tropomyosin A homolog 
[Arabidopsis thaliana, ecotype Columbia, Peptide, 681 aa] 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202508 

LIB3048-041-Q1-L1-C12 

BLASTX 

g2213540 

167 

9.0e-12 
104 
39 

(X98744) 
sativum] 



chloroplast DNA-binding protein PD3 [Pisum 



Seq. No. 


202509 


Seq. ID 


LIB3048-041-Q1-L1-C2 


Method 


BLASTX 


NCBI GI 


go4yol / 1 


BLAST score 


332 


E value 


1.0e-31 


Match length 


74 


% identity 


89 


NCBI Description 


(U89609) fiber annexin [Gossypium hirsutum] 


Seq. No. 


202510 


Seq. ID 


LIB3048-041-Q1-L1-C6 


Method 


BLASTX 


NCBI GI 


g4455365 


BLAST score 


133 


E value 


3.0e-10 


Match length 


51 


% identity 


63 


NCBI Description 


(AL035524) putative protein [Arabidopsis thaliana 


Seq. No. 


202511 


Seq. ID 


LIB3048-041-Q1-L1-C7 


Method 


BLASTX 


NCBI GI 


g2935298 


BLAST score 


150 


E value 


7.0e-19 


Match length 


112 


% identity 


59 


NCBI Description 


(AF038045) 3-hydroxy-3-methylglutaryl-coenzyme A 




1 [Gossypium hirsutum] 


Seq. No. 


202512 


Seq. ID 


LIB3048-041-Q1-L1-C8 



27544 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3319355 

647 

6.0e-68 

139 

88 

(AF077407) similar to chaperonin containing TCP-1 complex 
gamma chain [Arabidopsis thaliana] 



Seq. No. 




Seq. ID 


t tdth a o _ n /i 1 _/m _ t i — r*Q 
L1jdoU4 o~U4 1— J_il — 


Method 


Dlicoo 1 A 


NCBI GI 


g4 /yJoo 


BLAST score 


282 


E value 


6.0e-49 


Match length 


lz / 


% identity 


85 


NCBI Description 


isocitrate dehydrogenase - soybean 


Seq. No. 


202514 


Seq. ID 


LIB304 8-041-Q1-L1-D1 


Method 


BLASTX 


NCBI GI 


gz2450 /U 


BLAST score 


318 


E value 


1.0e-29 


Match length 


93 


% identity 


65 


NCBI Description 


(Z97342) hypothetical protein [Arabidops 


Seq. No. 


202515 


Seq. ID 


LIB3048-041-Q1-L1-D10 


Method 




NCBI GI 


_n o no q 1 

gz /oyjoi 


rsLtAb i s core 


AO A 
4 Z 4 


E value 


8.0e-42 


Match length 


127 


% identity 


64 


NCBI Description 


(AC002505) putative patatin [Arabidopsis 


Seq. No. 


202516 


Seq. ID 


LIB3048-041-Q1-L1-D11 


Method 


BLASTX 


NCBI GI 


g2129597 


BLAST score 


271 


E value 


2.0e-24 


Match length 


54 


% identity 


94 


NCBI Description 


glutamate dehydrogenase 1 - Arabidopsis 



>gi_1098960 (U37771) glutamate dehydrogenase 1 [Arabidopsis 
thaliana] >gi_1293095 (U53527) glutamate dehydrogenase 1 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



202517 

LIB3048-041-Q1-L1-D12 

BLASTX 

g629592 

313 



27545 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



8.0e-29 

125 

51 

hypothetical protein - rape 
202518 

LIB3048-041-Q1-L1-D4 

BLASTX 

g4558549 

183 

5.0e-14 

80 

51 

(AC007138) putative SecA-type chloroplast protein transport 
factor [Arabidopsis thaliana] 

202519 

LIB3048-041-Q1-L1-D5 

BLASTX 

g2462826 

354 

1.0e-33 

124 

53 

(AF000657) unknown protein [Arabidopsis thaliana] 
202520 

LIB3048-041-Q1-L1-D6 

BLASTX 

g4263778 

199 

6.0e-16 

55 

67 

(AC006068) putative serine carboxypeptidase II [Arabidopsis 
thaliana] 



Seq. No. 


202521 


Seq. ID 


LIB3048-041-Q1-L1-E10 


Method 


BLASTN 


NCBI GI 


g825556 


BLAST score 


33 


E value 


6.0e-09 


Match length 


51 


% identity 


16 


NCBI Description 


S . cerevisiae chromosome 


Seq. No. 


202522 


Seq. ID 


LIB3048-041-Q1-L1-E11 


Method 


BLASTX 


NCBI GI 


g2398521 


BLAST score 


339 


E value 


7.0e-32 


Match length 


125 


% identity 


58 


NCBI Description 


( Yl 3 7 2 0 ) t r ans cr ipt ion 



cosmid 



27546 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202523 

LIB3048-041-Q1-L1-E12 

BLASTX 

g2316016 

257 

3.0e-22 

125 

49 

(U92650) MRP-like ABC transporter [Arabidopsis thaliana] 
202524 

LIB3048-041-Q1-L1-E4 

BLASTX 

g2499946 

493 

6.0e-50 

120 

78 

URIDINE 5 f -MONOPHOSPHATE SYNTHASE (UMP SYNTHASE) {OROTATE 
PHOSPHORIBOSYLTRANSFERASE AND OROTIDINE 5 '-PHOSPHATE 
DECARBOXYLASE >gi_747980 (U22260) UMP synthase [Nicotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202525 

LIB3048-041-Q1-L1-E6 

BLASTX 

g629602 

263 

5.0e-23 

104 

56 

probable imbibition protein - wild cabbage 
>gi_488787_emb__CAA55893_ (X79330) putative imbibition 
protein [Brassica oleracea] 

202526 

LIB3048-041-Q1-L1-E7 

BLASTX 

gl706918 

274 

3.0e-24 

115 

46 

FLAVONOL SULFOTRANSFERASE-LIKE >gi_498647 (U10277) 
sulfotransf erase-like flavonol [Flaveria bidentis] 

202527 

LIB3048-041-Q1-L1-E8 

BLASTX 

g3549691 

593 

1.0e-61 

138 

74 

(AJ010501) thaumatin-like protein PR-5b [Cicer arietinum] 



Seq. No. 



202528 



27547 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3048-041-Q1-L1-F1 

BLASTX 

g3158376 

442 

6.0e-44 

120 

75 

(AF035385) unknown [Arabidopsis thaliana] 





9f)9 R9Q 
ZUZ jZ y 




T TR^DZIP — flZll — HI — T 1 —VI 1 
JjlDjy^lO U4J. ^1 111 £ 11 




RT.A9TX 


NCBI GI 


a3123745 




218 


E value 


1.0e-17 


Match length 


67 


% identity 


DO 


lniudi Description 


(AB013447) aluminum-induced [Brassica napus] 


beq. wo. 


zUzooU 


beq. ID 


LIBjU4b-U41-Ql-Ll-F^ 


Met nod 


TIT 7\ o rnxr 

BLASTX 


VTPDT r*T 


goo Ji4 do 


tJii/ibi score 


1/0 


hi vaiue 


i ♦ ue— iz 


Match length 


68 


% identity 


79 


NCBI Description 


(AC005700) putative ubiquitin activating enzyme 




[Arabidopsis thaliana] 


beq. wo. 


zUzOol 


beq. ±u 


LIB oU4o-U41-Ql-Ll-F / 


MetnOCl 


TIT 7\ mv 

BLASTX 


JNLoi bl 


g4 404U1Z 




*± >j _? 


E value 


6.0e-46 


Match length 


135 


% identity 


65 


NCBI Description 


(AL035396) Pollen-specific protein precursor li3 




[Arabidopsis thaliana] 


Seq. No. 


202532 


Seq. ID 


LIB3048-041-Q1-L1-F9 


Method 


BLASTX 


NCBI GI 


g4567260 


BLAST score 


456 


E value 


1.0e-45 


Match length 


122 


% identity 


70 



NCBI Description (AC006841) putative NADPH dependent mannose 6-phosphate 
reductase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



202533 

LIB3048-041-Q1-L1-G1 

BLASTN 

g4388705 

39 



27548 




E value 


2.0e-12 


Match length 




% identity 




NCBI Description 


AraDiaopsis tnanana cnroiuosome i tsri^ c ^uu^i genomic 




sequence/ complete sequence LHiajjiu.opoib uiiclj__lciiicij 


Seq. No. 


zUZDo4 


beq. ID 


hLDOuH 0~U4 1 — yi Jj1 — VjIU 


Method 


DT 7\ O HP V 


NUbl bl 


gzozzyzu 


BLAST score 


250 


E value 


2.0e-21 


Match length 


1 1 o 

J_±Z 


% identity 


4Z 


NCBI Description 


(AhjUUuyoo) 0.1 Ur-giucose 4, D-aenyarauase [raetnanooaccei 




thermoautotrophicum] 


Seq. No. 


zOzodo 


beq. lu 


T TTnnAfi-H/ll — m — T 1 —C 1 9 
JjJL£SjU4o~U4: 1 — blZ 


Method 


Dli/iO J. A 


NCBI GI 


g4432844 


BLAST score 


188 


E value 


4 . ue— 14 


Match length 


11 / 


% identity 


42 


NCBI Description 


vAL.uuoZoJ; unKnown proiiein [/iraDiuopsxs tnaiianaj 


Seq. No. 


r\ r\ c "y s~ 

202536 


Seq. ID 


T TOO f\ A O A d 1 T 1 f~* (C 

LIB J04o-041-Ql— Ll-Gb 


Mernoa 


dLAdIa 


NCBI GI 


gl407705 


BLAST score 


579 


E value 


o . Ue-bu 


Match length 


1 A A 

140 


% identity 


*"7 A 

79 


NCBI Description 


(U60202) lipoxygenase [Solanum. tuberosum] 


Seq. No. 


202537 


Seq. ID 


L1doU4o-U41-U1~L1— by 


Method 


BLASTX 


NCBI GI 


g3386611 


BLAST score 


259 


E value 


1 A« OO 

1 . Oe-zz 


Match length 


107 


% identity 


48 


NCBI Description 


(AC004665) unknown protein [Arabidopsis thaliana] 


Seq. No. 


202538 


Seq. ID 


TTOOA^O A^l /^\ 1 Tl TTi A 

LIBoU4o-U41-QI-Ll-HlU 


Method 


T3T 7\ Crpv 

BLASTX 


MfDT CT 

JNL-oX bl 


gozoozft y 


BLAST score 


256 


E value 


4.0e-22 


Match length 


86 


% identity 


53 


NCBI Description 


(AC004684) hypothetical protein [Arabidopsis thaliana 



27549 



beq. WO. 






LIB3048-041-O1-L1-H3 


Method 


DliHo 1 A 


NCBI GI 


gi /uy44y 


BLAST score 




E value 


3.0e-52 


Match length 


113 


CL ^ yJ /-v -p"\ -1 4— » * 

^ luentiT-y 


0 D 


mldx uescnpnon 


PYRHVATF nF H YDR OflFNT A 9 F, Fl COMPONENT. ALPHA SUBUNIT 


DPFrrfPQPiR fpnuFi-zu >rn Ufi^^O? (ITSIQIR) ovruvate 




rlohuHrnrrpn^qp Fl slnha <=? lit) unit rPlSUlTl SativUlTll 


Seq. No. 


ZUZOfi U 


oeg. iu 


LTR3fl48-041-01-Ll-H4 

L1DJU1U uii V: J-iJ- ii" 


Method 


"DT 7\ C TV 


NCBI GI 


g4204281 


BLAST score 


228 


E value 


o Do— 1 Q 


Match length 


D 0 


% identity 




Nursi Description 


farnnAi4fi\ H\rnn-hhptiral Drotein fArabidoosis thalianal 


beq. no. 


9H9 R A1 

Z U^J Tt 1 




LIB3Q4 8-041-O1-L1-H5 


Method 


RT A CITY 


NCBI GI 


gll07526 


BLAST score 


388 


E value 


i . ue o / 


Match lengtn 


Iuj 


% identity 


/ D 


NLrSi uescripT-ion 


^YP7Q"^1^ 9TFP1 T. rrrn1~Pin rReta vulaarisl 


Seq. No. 


ZUZ04Z 


oeq. iu 


T TR^n4ft-D41 -Ol -T.I -H7 


Method 


DT 7\ O TM 


NCBI GI 


goU4 oo04 


BLAST score 


51 


E value 


1.0e-19 


Match length 


D / 


% identity 


CM 


NCBI Description 


arsKi^nnai c fVial i ana rrprinmi P HNA phr mn O S OTTie 5. Pi clone 




nnranl pI-p ^prmpnrp TArabidoosis thalisnsl 


beq. no. 


ZUZD4J 


oeq. ±U 


T.TR^n4ft-f)41 -Ol —T.I -H8 


Method 


DT 7\ C TV 

nliAolA 


NCBI GI 


g4204281 


BLAST score 


182 


E value 


z . ue ij 


Match lengtn 


04 


% identity 


DJ 




farno4i4fi^ Hvnnthptical orotein FArabidoosis thaliana] 


Seq. No. 


202544 


Seq. ID 


LIB3048-041-Q1-L1-H9 


Method 


BLASTX 


NCBI GI 


gl572819 



27550 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



237 

6.0e-20 

98 

49 

(U70855) 
elegans] 



similar to the RAS gene family [Caenorhabditis 



202545 

LIB3048-042-Q1-L1-A1 

BLASTX 

g2465923 

189 

3.0e-14 
114 

22 

(AF024648) receptor-like serine/threonine kinase 
[Arabidopsis thaliana] 



202546 

LIB3048-042-Q1-L1-A10 

BLASTX 

gll6923 

267 

2.0e-23 

111 

56 

COATOMER BETA SUBUNIT ' 

>gi_111414_pir S13520 

>gi_5 581 9_emb_CAA4 0 5 0 5_ 
norvegicus] 



BETA-COAT PROTEIN) (BETA-COP) 
beta-COP protein - rat 
(X57228) beta COP [Rattus 



202547 

LIB3048-042-Q1-L1-A2 

BLASTX 

g!486472 

355 

6.0e-34 

83 
84 

(X99853) oxoglutarate malate translocator [Solanum 
tuberosum] 



202548 

LIB3048-042-Q1-L1-A6 

BLASTX 

g82131 

241 

2.0e-20 
113 
50 

beta-glucanase (EC 
tobacco (fragment) 



3.2.1.-) precursor - curled-leaved 
>gi_829281_emb_CAA30261_ (X07280) 



beta-glucanase [Nicotiana plumbaginif olia] 
202549 

LIB3048-042-Q1-L1-A8 
BLASTX 



27551 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl856971 
313 

2.0e-29 

71 

86 

(D26058) This gene is specifically expressed at the S phase 
during the cell cycle in the synchronous culture of 
periwinkle cells, [Catharanthus roseus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202550 

LIB3048-042-Q1-L1-A9 

BLASTX 

gll6923 

241 

2.0e-20 

107 

54 

COATOMER BETA SUBUNIT (BETA-COAT PROTEIN) (BETA-COP) 

>gi_111414_pir S13520 beta-COP protein - rat 

>gi_55819_emb_CAA40505_ (X57228) beta COP [Rattus 
norvegicus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202551 

LIB3048-042-Q1-L1-B10 

BLASTX 

g2052510 

586 

8.0e-61 

133 
80 

(U95758 ) lysine- ketoglutarate reductase/saccharopine 
dehydrogenase bifunctional enzyme [Arabidopsis thaliana] 



Seq. No. 


202552 


Seq. ID 


LIB3048H 


Method 


BLASTX 


NCBI GI 


g!518540 


BLAST score 


519 


E value 


6.0e-53 


Match length 


123 


% identity 


81 


NCBI Description 


(U53418) 


Seq. No. 


202553 


Seq. ID 


LIB3048- 


Method 


BLASTX 


NCBI GI 


g3445238 


BLAST score 


157 


E value 


2.0e-10 


Match length 


45 


% identity 


78 


NCBI Description 


(AL02234 



-Q1-L1-B11 



UDP-glucose dehydrogenase [Glycine max] 



042-Q1-L1-B12 



>g i_3 45105 9_emb_CAA2 0 4 5 5 . 1_ 
[Arabidopsis thaliana] 



(AL031326) putative protein 



Seq. No. 
Seq. ID 



202554 

LIB3048-042-Q1-L1-B2 



27552 



Method 


BLASTX 


NCBI GI 


gl856971 


BLAST score 


312 




5 Oe-29 


Match length 


87 


% identity 


66 


NCBI Description 


(D26058) This gene is specifically expressed at the 




during the cell cycle in the synchronous culture of 




periwinkle cells. [Catharanthus roseus] 


Seq. No. 


202555 


Seq, ID 


LIB3048-042-Q1-L1-C1 


Method 


BLASTX 


NCBI GI 


a3063699 

^/ \J \y \y «/ 


BLAST score 


325 


E value 


3.0e-30 


Match length 


135 


% identity 


47 


NCBI Description 


(AL022537) putative protein [Arabidopsis thaliana] 


Seq, No. 


202556 


Seq. ID 


LIB3048-042-Q1-L1-C10 


Method 


BLASTX 


NCBI GI 


g2262173 




JJl 


E value 


2.0e-33 


Match length 


79 


% identity 


81 


NCBI Description 


(AC002329) NADPH thioredoxin reductase [Arabidopsis 




thaliana] 


Seq» No. 


202557 


Seq. ID 


LIB3048-042-Q1-L1-C4 


Method 


BLASTX 


NCBI GI 


gl483218 






E value 


1.0e-26 


Match length 


90 


% identity 


60 


NCBI Description 


(X997 93) induced upon wounding stress [Arabidopsis 




thaliana] 


Seq. No. 


202558 


Seq. ID 


LIB3048-042-Q1-L1-C7 


Method 


BLASTX 


NCBI GI 


g2583120 




.L V T 


E value 


1.0e-ll 


Match length 


94 


% identity 


8 


NCBI Description 


(AC002387) putative receptor-like protein kinase 




[Arabidopsis thaliana] 


Seq, No. 


202559 


Seq, ID 


LIB3048-042-Q1-L1-C9 


Method 


BLASTX 


NCBI GI 


g3687223 



27553 



(1 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



156 

2.0e-10 

117 

59 

(AC005169) hypothetical protein [Arabidopsis thaliana] 
202560 

LIB3048-042-Q1-L1-D1 

BLASTX 

g2827555 

350 

3.0e-33 

120 

62 

(AL021635) Translation factor EF-1 alpha - like protein 
[Arabidopsis thaliana] 

202561 

LIB3048-042-Q1-L1-D11 

BLASTX 

g4038056 

164 

8.0e-17 

115 

45 

(AC005897) putative transposon [Arabidopsis thaliana] 
202562 

LIB3048-042-Q1-L1-D2 

BLASTX 

g4539423 

382 

5.0e-37 

90 

82 

(AL049171) pyrophosphate-dependent phosphof ructo-l-kinase 
[Arabidopsis thaliana] 

202563 

LIB3048-042-Q1-L1-D3 

BLASTX 

g477819 

518 

7.0e-53 

132 

73 

mitochondrial processing peptidase (EC 3.4.99.41) beta 
chain precursor - potato >gi_410634_bbs_136741 cytochrome c 
reductase-processing peptidase subunit II, MPP subunit II, 
P53 [potatoes, var. Marfona, tuber, Peptide Mitochondrial, 
530 aa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



202564 

LIB3048-042-Q1-L1-D9 

BLASTX 

gl572819 

219 



27554 



E value 
Match length ' 
% identity 
NCBI Description 



8.0e-18 

107 

42 

(U70855) similar to the RAS gene family [Caenorhabdrtis 
elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202565 

LIB3048-042-Q1-L1-E4 

BLASTX 

g4262228 

237 

5.0e-20 
94 
29 

(AC006200) 
thaliana] 



putative receptor protein kinase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



202566 

LIB3048-042-Q1-L1-E8 

BLASTX 

g4239845 

257 

3.0e-22 

136 
46 

(AB015855) transcription factor TEIL [Nicotiana tabacum] 
202567 

LIB3048-042-Q1-L1-F1 

BLASTX 

g462013 

563 

3.0e-58 

124 

90 

ENDOPLASMIN HOMOLOG PRECURSOR (GRP94 HOMOLOG) 

>gi__542022_pir S39558 HSP90 homolog - Madagascar 

periwinkle >gi_348696 (L14594) heat shock protein 90 
[Catharanthus roseus] 

202568 

LIB3048-042-Q1-L1-F10 

BLASTX 

g3738316 

217 

1.0e-17 

64 
67 

(AC005170) unknown protein [Arabidopsis thaliana] 
202569 

LIB3048-042-Q1-L1-F11 

BLASTX 

g3393062 

352 

2.0e-33 
100 



27555 



% identity 58 . 

NCBI Description (Y17386) putative In2.1 protein [Triticum aestivum] 

202570 

LIB3048-042-Q1-L1-F12 
BLASTX 
g4558664 
232 

2.0e-19 

118 
9 

(AC007063) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 202571 

Seq. ID LIB3048-042-Q1-L1-F2 

Method BLASTX 

NCBI GI gl575556 

BLAST score 423 

E value 5.0e-42 

Match length 94 

% identity 87 

NCBI Description (U66299) acyl-CoA oxidase homolog [Phalaenopsis sp. Tn 
Lady 1 ] 

Seq. No. 202572 

Seq. ID LIB3048-042-Q1-L1-F3 

Method BLASTX 

NCBI GI g!709498 

BLAST score 493 

E value 7.0e-50 

Match length 122 

% identity 75 

NCBI Description OSMOTIN-LIKE PROTEIN OSM34 PRECURSOR 

>gi 1362001_pir S57524 osmotin precursor - Arabidopsis 

thaliana >gi_887390_emb_CAA61411_ (X89008) osmotin 
[Arabidopsis thaliana] 

Seq. No. 202573 

Seq. ID LIB3048-042-Q1-L1-F4 

Method BLASTX 

NCBI GI g3421090 

BLAST score 221 

E value 5.0e-18 

Match length 48 

% identity 94 

NCBI Description (AF043525) 20S proteasome subunit PAE2 [Arabidopsis 
thaliana] 

Seq. No. 202574 

Seq. ID LIB3048-042-Q1-L1-F9 

Method BLASTX 

NCBI GI g2290683 

BLAST score 195 

E value 4.0e-15 

Match length 85 

% identity 55 

NCBI Description (AF000136) basic cellulase [Citrus sinensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27556 



Seq. No. 


202575 


Seq. ID 


LIB3048-042-Q1-L1-G10 


Method 


BLASTX 


NCBI GI 


g3377803 


BLAST score 


384 


E value 


3.0e-37 


Match length 


117 


% identity 


74 


NCBI Description 


(AF075597) Similar to (p)ppGpp synthetase; T2H3.9 




[Arabidopsis thaliana] 


Seq. No. 


202576 


Seq. ID 


LIB3048-042-Q1-L1-G11 


Method 


BLASTX 


NCBI GI 


g3335366 


BLAST score 


269 


E value 


3.0e-24 


Match length 


71 - 


% identity 


69 


NCBI Description 


(AC003028) unknown protein [Arabidopsis thaliana] 


Seq. No. 


202577 


Seq. ID 


LIB3048-042-Q1-L1-G12 


Mpthod 


BLASTX 


NCBI GI 


g2642158 


BLAST score 


159 


E value 


4.0e-20 


Match length 


78 


% identity 


69 


NCBI Description 


(AC003000) hypothetical protein [Arabidopsis thaliana 


Seq. No. 


202578 


Seq. ID 


LIB3048-042-Q1-L1-G3 


Method 


BLASTX 


NCBI GI 


g3281853 


BLAST score 


216 


E value 


2.0e-17 


Match length 


45 


% identity 


91 


NCBI Description 


(AL031004) putative protein [Arabidopsis thaliana] 


Seq. No. 


202579 


Seq. ID 


LIB3048-042-Q1-L1-G4 


Method 


BLASTN 


NCBI GI 


gl67336 


BLAST score 


100 


E value 


5.0e-49 


Match length 


212 


% identity 


87 


NCBI Description 


Gossypium hirsutum Lea4-A gene, complete CDS 


Seq. No. 


202580 


Seq. ID 


LIB3048-042-Q1-L1-G9 


Method 


BLASTX 


NCBI GI 


g2832623 


BLAST score 


204 



27557 






E value 


1.0e-16 




Match lengtn 


D 0 




% identity 






NCBI Description 


\Ah\JZ±/±±) protein Kinase iik.c p-lulcxh L nj - auiuu^Dio 






tinaiiana j 




Seq. No. 


zuzOol 




beq. id 


T TR^DAPl — 049-01 -T.I —Hi 




Method 


bLAb IA 




NCBI GI 


gioJ414 / 




BLAST score 


538 




E value 


2.0e-55 




Match length 


1UD 




% identity 


Q1 

y i 




NCBI Description 


TTKinnr'UTTTVTZiQF t PRFfTTR ciDR >ai 14697RR fn60197} class I 




o"h t t- t n a r flr^ c: <z \nr\ "i nm 1^ 1 TSntllTTll 




Seq. No. 




■=SU..- 


beq. iu 


t TR^n4ft-n4 9-oi -li -hi? 




Method 


oLAbl A 




NCBI GI 


g3077640 


m 


BLAST score 


169 




E value 


Z . Ue-lz 




Match length 


3D 




% identity 






NCBI Description 


/ 7\ TO O "3 1 c^T \ ^—-m d*h KttI f raneforaco rPrnnnd Hnl Pi ^1 
jIOI J U iuei,nyi uXdlloitSi cloc |_.n, luiuo uuiuioj 


y = 


Seq. No. 


O A O C O O 




Seq. ID 




M= 


Method 


BLASTX 




NCBI GI 


g4239845 




BLAST score 


250 


==5? 


E value 


1 . ue-zi 


o 


Match length 


72 




% identity 


en 
0 / 




NCBI Description 


fsnm RQ^\ francprintirin far<+ - riT TFTT. fWl 1 ana tabaCUlTll 




Seq. No. 


o a r> c o ^ 




beq. ID 


T TR"304 R — 049— D1 -T,1 — H^ 




Method 


BLASTX 




NCBI GI 


g4006829 




BLAST score 


238 




E value 


z . ue-zu 




Match length 


64 




% identity 


77 




NCBI Description 


tAUUUOy/UJ pilTiaL.lVe protein Jtllldac [m.aiJJ.UUyDXo Luanaiiaj 




Seq. No. 


A A A C O C 

202585 




Seq. ID 


T TTJ O A /! O A /I O /^T T 1 t]C 

LIB j(J4o — U4z— yi-Lil— xib 




Method 


TIT 7\ OfTl'V 

BLASTX 






rr^997 R9 




BLAST score 


156 




E value 


1.0e-10 




Match length 


91 




% identity 


36 




NCBI Description 


auxin- independent growth promoter - Nicotiana tabacum 



>gi_559921_emb_CAA56570_ (X80301) axi 1 [Nicotiana tabacum] 



27558 



202586 

LIB3048-042-Q1-L1-H9 

BLASTX 

g3450842 

251 

1.0e-21 

101 

52 

(AF080436) mitogen activated protein kinase kinase [Oryza 
sativa] 



Seq. No. 202587 

Seq. ID LIB3048-043-Q1-L1-B10 

Method BLASTX 

NCBI GI g3643611 

BLAST score 272 

E value 3.0e-28 

Match length 99 

% identity 69 , , 

NCBI Description (AC005395) putative casein kinase [Arabidopsis thalianaj 

Seq. No. 202588 

Seq. ID LIB3048-043-Q1-L1-B8 

Method BLASTX 

NCBI GI g4263795 

BLAST score 301 

E value 2.0e-27 

Match length 87 

% identity 63 

NCBI Description (AC006068) putative glucosyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 202589 

Seq. ID LIB3048-043-Q1-L1-D1 

Method BLASTX 

NCBI GI g347527 

BLAST score 376 

E value 2.0e-36 

Match length 88 

% identity 89 t 
NCBI Description (L16016) ribosomal protein S3 [Homo sapiens] 

Seq, No. 202590 

Seq. ID LIB3048-043-Q1-L1-D7 

Method BLASTX 

NCBI GI gl001309 

BLAST score 190 

E value 2.0e-14 

Match length 128 

% identity 34 , 

NCBI Description (D64006) aspartate aminotransferase [Synechocystis sp.J 



Seq. No 
Seq. ID 
Method 
NCBI GI 



202591 

LIB3048-043-Q1-L1-E11 

BLASTX 

g464849 



27559 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



553 

4.0e-57 
114 

TUBULIN ALPHA CHAIN >gi_486847_pir S36232 tubulin alpha 

chain - almond >gi_20413_emb_CAA47635_ (X67162) 
alpha-tubulin [Prunus dulcis] 

202592 

LIB3048-043-Q1-L1-E6 

BLASTX 

g3947733 

319 

1.0e-29 

99 

60 

(AJ009719) NL25 [Solanum tuberosum] 
202593 

LIB3048-043-Q1-L1-E8 

BLASTX 

g3334147 

402 

3.0e-39 

124 

63 

ENDOCHITINASE 1 PRECURSOR >gi_1469788 (U60197) class I 
chitinase [Gossypium hirsutum] 



Seq. No. 


202594 


Seq. ID 


LIB3048-043-Q1-L1-F3 


Method 


BLASTX 


NCBI GI 


g3492803 


BLAST score 


269 


E value 


1.0e-23 


Match length 


124 


% identity 


48 


NCBI Description 


(AJ002479) ENBP1 [Medicago 


Seq. No. 


202595 


Seq. ID 


LIB3048-043-Q1-L1-F6 


Method 


BLASTX 


NCBI GI 


g2262105 


BLAST score 


256 


E value 


4.0e-22 


Match length 


83 


% identity 


61 


NCBI Description 


(AC002343) unknown protein 


Seq. No. 


202596 


Seq. ID 


LIB3048-043-Q1-L1-F8 


Method 


BLASTX 


NCBI GI 


g2088647 


BLAST score 


283 


E value 


2.0e-25 


Match length 


102 


% identity 


62 



27560 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AF002109) hypothetical protein [Arabidopsis thaliana] 
>gi_3158394 (AF036340) LRR-containing F-box protein 
[Arabidopsis thaliana] 

202597 

LIB3048-043-Q1-L1-F9 

BLASTN 

g556421 

40 

3.0e-13 

44 

98 

Stylosanthes humilis cinnamyl alcohol dehydrogenase (CADI) 
mRNA, complete cds 

202598 

LIB3048-043-Q1-L1-G5 

BLASTX 

g3892712 

145 

6.0e-13 

95 
53 

(AL033545) adenine phosphoribosyltransf erase 
like protein [Arabidopsis thaliana] 



(EC 2.4.2.7) - 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202599 

LIB3048-043-Q1-L1-H2 
BLASTX 
gl703200 
554 

4.0e-57 
120 
8 8 

PROTEIN KINASE AFC 2 >gi_601789 (U16177) protein 
[Arabidopsis thaliana] >gi_642130_dbj_BAA08214_ 

protein kinase [Arabidopsis thaliana] 

>gi_4220516_emb_CAA22989_ (AL035356) protein kinase 
[Arabidopsis thaliana] 

202600 

LIB3048-043-Q1-L2-A9 

BLASTX 

g2262173 

140 

3.0e-ll 
98 
37 

(AC002329) 
thaliana] 



kinase 
(D45353) 



(AFC2) 



NADPH thioredoxin reductase [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



202601 

LIB3048-043-Q1-L2-C2 

BLASTX 

g3152609 

352 

2.0e-33 



27561 



Match length 119 
% identity 55 

NCBI Description (AC004482) putative Su(var)3-9 protein [Arabidopsis 
thaliana] 



Seq. No. 202602 

Seq. ID LIB3048-043-Q1-L2-C7 

Method BLASTX 

NCBI GI gll73253 

BLAST score 562 

E value 6.0e-58 

Match length 125 

% identity 92 

NCBI Description 40S RIBOSOMAL PROTEIN S3 >gi_543317_pir S41170 ribosomal 

protein S3 - mouse >gi_57728_emb_CAA35916_ (X51536) 
ribosomal protein S3 (AA 1-243) [Rattus rattus] 
>gi_439522_emb__CAA54167_ {XI 6112) ribosomal protein S3 [Mus 
musculus] 

Seq. No. 202603 

Seq. ID LIB3048-043-Q1-L2-D5 

Method BLASTX 

NCBI GI gl363325 

BLAST score 303 

E value 9.0e-28 

Match length 111 

% identity 59 

NCBI Description RNA helicase HEL117 - rat >gi_897915 (U25746) RNA helicase 
[Rattus norvegicus] 

Seq. No. 202604 

Seq. ID LIB3048-043-Q1-L2-D6 

Method BLASTX 

NCBI GI gl361983 

BLAST score 469 

E value 4.0e-47 

Match length 129 

% identity 74 ork n CO 

NCBI Description ARP protein - Arabidopsis thaliana >gi_886434_emb_CAA89858_ 
(Z49776) ARP protein [Arabidopsis thaliana] 

Seq. No. 202605 

Seq. ID LIB3048-043-Q1-L2-F10 

Method BLASTX 

NCBI GI g2827537 

BLAST score 250 

E value 2.0e-21 

Match length 68 

% identity 66 

NCBI Description (AL021633) putative zinc finger protein [Arabidopsis 
thaliana] 



Seq. No. 202606 

Seq. ID LIB3048-043-Q1-L2-F9 

Method BLASTX 

NCBI GI g3309243 

BLAST score 313 



27562 



E value 
Match length 
% identity 
NCBI Description 



4.0e-29 

77 

79 

(AF073507) aconitase-iron regulated protein 1 [Citrus 
limon] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202607 

LIB3048-043-Q1-L2-H2 

BLASTX 

g3080424 

527 

2.0e-66 

144 

88 

(AL022604) NAD+ dependent isocitrate dehydrogenase subunit 
1 [Arabidopsis thaliana] 

202608 

LIB3048-043-Q1-L2-H6 

BLASTX 

gl703200 

549 

1.0e-56 

119 

87 

PROTEIN KINASE AFC2 >gi_601789 (U16177) protein kinase 
[Arabidopsis thaliana] >gi_642130_dbj_BAA08214_ (D45353) 
protein kinase [Arabidopsis thaliana] 

>gi_4220516_emb_CAA22989_ (AL035356) protein kinase (AFC2) 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



202609 

LIB3048-044-Q1-L1-D10 

BLASTX 

g2642158 

469 

4.0e-47 

127 

69 

(AC003000) hypothetical protein [Arabidopsis thaliana] 
202610 

LIB3048-044-Q1-L2-A7 

BLASTN 

g303731 

32 

9.0e-09 

48 

92 

Pea mRNA for GTP-binding protein, complete cds 
202611 

LIB3048-044-Q1-L2-C3 

BLASTX 

g2317729 

254 

3.0e-22 



27563 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



66 
76 

(AF013627) reversibly glycosylated polypeptide-1 
[Arabidopsis thaliana] 

202612 

LIB3048-044-Q1-L2-D3 

BLASTN 

g2829146 

34 

8.0e-10 

98 

84 

Homo sapiens lymphocyte-specific protein 1 (LSP1) gene, 
LSP1-5 allele, partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



202613 

LIB3048-044-Q1-L2-E3 

BLASTX 

gl777579 

142 

2.0e-09 

46 

63 

(U40826) WW-domain binding protein 2 [Mus musculus] 
202614 

LIB3048-044-Q1-L2-E9 

BLASTX 

g464849 

655 

6.0e-69 

124 

99 

TUBULIN ALPHA CHAIN >gi_486847_pir S36232 tubulin alpha 

chain - almond >gi__20413_emb_CAA47635_ (X67162) 
alpha-tubulin [Prunus dulcis] 

202615 

LIB3048-045-G5T3A 

BLASTX 

g4454012 

734 

8.0e-78 

220 
63 

(AL035396) Pollen-specific protein precursor like 
[Arabidopsis thaliana] 

202616 

LIB3048-045-Q1-L1-A1 

BLASTX 

g3859594 

165 

6.0e-12 

53 

60 



27564 




NCBI Description (AF104919) contains similarity to ribosomal protein L7Ae 
(Pfam: PF01248, £=0.0017, N=l) [Arabidopsis thaliana] 

Seq. No. 202617 

Seq. ID LIB3048-045-Q1-L1-A12 

Method BLASTX 

NCBI GI g4204303 

BLAST score 289 

E value 5.0e-26 

Match length 59 

% identity 81 

NCBI Description (AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

Seq. No. 202618 

Seq. ID LIB3048-045-Q1-L1-B10 

Method BLASTX 

NCBI GI gl619300 

BLAST score 162 

E value 5.0e-17 

Match length 59 

% identity 68 

NCBI Description (X95269) LRR protein [Lycopersicon esculentum] 

Seq. No. 202619 

Seq. ID LIB3048-045-Q1-L1-B11 

Method BLASTX 

NCBI GI g3242705 

BLAST score 238 

E value 4.0e-20 

Match length 60 

% identity 72 

NCBI Description (AC003040) putative nicotinate phosphoribosyltransf erase 
[Arabidopsis thaliana] 

Seq. No. . 202620 

Seq. ID LIB3048-045-Q1-L1-B2 

Method BLASTX 

NCBI GI g2864624 

BLAST score 258 

E value 2.0e-22 

Match length 110 

% identity 46 

NCBI Description (AL021811) putative protein [Arabidopsis thaliana] 

Seq. No. 202621 

Seq. ID LIB3048-045-Q1-L1-B3 

Method BLASTX 

NCBI GI g4508068 

BLAST score 210 

E value 9.0e-17 

Match length 130 

% identity 45 

NCBI Description (AC005882) 3063 [Arabidopsis thaliana] 

Seq. No. 202622 

Seq. ID LIB3048-045-Q1-L1-B5 



27565 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2642158 

186 

3.0e-14 

85 
48 

(AC003000) hypothetical protein [Arabidopsis thaliana] 
202623 

LIB3048-045-Q1-L1-C1 

BLASTX 

g3402693 

149 

1.0e-09 

88 
43 

(AC004697) unknown protein [Arabidopsis thaliana] 
202624 

LIB3048-045-Q1-L1-C10 

BLASTX 

g3790587 

363 

6.0e-35 

92 

70 

(AF079182) RING-H2 finger protein RHF2a [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202625 

LIB3048-045-Q1-L1-C2 

BLASTX 

gl345979 

162 

3.0e-ll 

89 
42 

OMEGA- 6 FATTY ACID DESATURASE, CHLOROPLAST PRECURSOR _ 
>gi_459962 (L29215) plastid omega-6 desaturase [Glycine 
max] 

202626 

LIB3048-045-Q1-L1-D10 

BLASTX 

gl304227 

443 

4.0e-44 

119 

66 

(D63781) Epoxide hydrolase [Glycine max] 
>gi_2764804_emb_CAA55293_ (X78547) epoxide hydrolase 
[Glycine max] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



202627 

LIB3048-045-Q1-L1-D11 

BLASTX 

g3738257 



27566 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



365 

3.0e-35 

76 

93 

(AB018410) cytosolic phosphoglycerate kinase 1 [Populus 
nigra] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202628 

LIB3048-045-Q1-L1-D6 

BLASTX 

g3746059 

183 

4.0e-14 

69 
51 

(AC005311) putative cysteinyl-tRNA synthetase [Arabidopsis 
thaliana] >gi_4432812_gb_AAD20662_ (AC006593) putative 
cysteinyl-tRNA synthetase [Arabidopsis thaliana] 



Seq. No. 


202629 


Seq. ID 


LIB3048-045-Q1-L1-D8 


Method 


BLASTX 


NCBI GI 


g4539335 


BLAST score 


182 


Hi VdlUc 


1 . Oe-13 


Match length 


104 


% identity 


36 


NCBI Description 


(AL035539) putative protein | 


Seq. No. 


202630 


Seq. ID 


LIB3048-045-Q1-L1-E1 


Method 


BLASTX 


NCBI GI 


g4240207 


BLAST score 


163 


E value 


2.0e-ll 


Match length 


59 


% identity 


49 


NCBI Description 


(AB020666) KIAA0859 protein 


Seq. No. 


202631 


Seq. ID 


LIB3048-045-Q1-L1-E10 


Method 


BLASTX 


NCBI GI 


gl076280 


BLAST score 


141 


E value 


5.0e-09 


Match length 


63 


% identity 


48 


NCBI Description 


dihydrodipicolinate synthase 




western balsam poplar x cott< 


Seq. No. 


202632 


Seq. ID 


LIB3048-045-Q1-L1-E11 


Method 


BLASTX 


NCBI GI 


g3334147 


BLAST score 


407 


E value 


6.0e-40 


Match length 


91 



(EC 4.2.1.52) precursor 



27567 



% identity 04 
NCBI Description ENDOCHITINASE 1 PRECURSOR >gi_14 69788 (U60197) class I 
chitinase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202633 

LIB3048-045-Q1-L1-E5 

BLASTX 

gl399275 

216 

5.0e-18 

59 
69 

(U31835) calmodulin-domain protein kinase CDPK isoform 6 
[Arabidopsis thaliana] >gi_2623752 (AC002329) CDPK6 
(calmodulin-domain protein kinase isoform 6) [Arabidopsis 
thaliana] 



Seq. No. 


202634 


Seq. ID 


LIB3048-045-Q1-L1-E8 


Method 


BLASTX 


NCBI GI 


gll07526 


BLAST score 


281 


E value 


1.0e-25 


M^tr'h l^ncrth 


75 


% identity 


69 


NCBI Description 


(X87931) SIEP1L protein [Beta vulgaris] 


Seq. No. 


202635 


Seq. ID 


LIB3048-045-Q1-L1-E9 


Method 


BLASTX 


NCBI GI 


g4567251 


BLAST score 


387 


E value 


1.0e-37 


Match length 


95 


% identity 


74 


NCBI Description 


(AC007070) unknown protein [Arabidopsis 


Seq. No. 


202636 


Seq. ID 


LIB3048-045-Q1-L1-F12 


Method 


BLASTX 


NCBI GI 


g4508068 


BLAST score 


188 


E value 


3.0e-14 


Match length 


58 


% identity 


69 


NCBI Description 


(AC005882) 3063 [Arabidopsis thaliana] 


Seq. No. 


202637 


Seq. ID 


LIB3048-045-Q1-L1-F4 


Method 


BLASTX 


NCBI GI 


gll9354 


BLAST score 


418 


E value 


3.0e-41 


Match length 


99 


% identity 


84 


NCBI Description 


ENOLASE ( 2 - PHOS PHOGLYCERATE DEHYDRATASE) 



( 2 - PHOS PHO- D-GL YCERATE HYDRO- LYASE ) 



27568 




phosphopyruvate hydratase (EC 4.2.1.11) - tomato 
>gi_19281_emb_CAA41115_ (X58108) enolase [Lycopersicon 
esculentum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202638 

LIB3048-045-Q1-L1-F6 

BLASTX 

g3402693 

159 

7.0e-ll 

88 

44 

(AC004 697) unknown protein [Arabidopsis thaliana] 



202639 

LIB3048-045-Q1-L1-F8 

BLASTX 

g3334147 

371 

7.0e-36 

97 

72 

ENDOCHITINASE 1 PRECURSOR >gi_1469788 
chitinase [Gossypium hirsutum] 



(U60197) class I 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202640 

LIB3048-045-Q1-L1-G10 

BLASTX 

g4263695 

188 

3.0e-14 

102 

23 

(AC006223) putative myosin II heavy chain [Arabidopsis 
thaliana] 

202641 

LIB3048-045-Q1-L1-G12 

BLASTX 

g3393062 

378 

2.0e-36 

126 

53 

(Y17386) putative In2.1 protein [Triticum aestivum] 



202642 

LIB3048-045-Q1-L1-G3 

BLASTX 

g4455155 

341 

2.0e-32 

69 

90 

(AL022023) EF-1 alpha ■ 
[Arabidopsis thaliana] 



like protein (fragment) 



27569 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202643 

LIB3048-045-Q1-L1-G4 

BLASTX 

g3355465 

151 

3.0e-12 

85 
54 

(AC004218) putative Ser/Thr protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202644 

LIB3048-045-Q1-L1-G9 

BLASTX 

g3320462 

227 

1.0e-37 

129 

57 

(AF062467) polygalacturonase precursor [Cucumis iaelo] 
202645 

LIB3048-045-Q1-L1-H12 

BLASTX 

g3393062 

358 

2.0e-34 

96 

61 

(Y17386) putative In2 . 1 protein [Triticum aestivum] 
202646 

LIB3048-045-Q1-L1-H2 

BLASTX 

g3763933 

252 

3.0e-27 

130 

65 

(AC004450) unknown protein [Arabidopsis thaliana] 
202647 

LIB3048-045-Q1-L1-H4 

BLASTX 

gll9354 

470 

3.0e-47 

104 

88 

ENOLASE { 2-PHOSPHOGLYCERATE DEHYDRATASE) 

(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) >gi_82082_pir JQ1185 

phosphopyruvate hydratase {EC 4.2.1.11) - tomato 
>gi_19281_emb_CAA41115_ (X58108) enolase [Lycopersicon 
esculentum] 



Seq. No. 
Seq. ID 



202648 

LIB3048-045-Q1-L1-H6 



27570 



<1 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2978452 

158 

4.0e-ll 

66 

48 

(AE001274) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



MCAK; L549.3 [Leishmania major] 



202649 

LIB3048-046-Q1-L1-A12 

BLASTX 

g729620 

591 

2.0e-61 

130 

90 

78 KD GLUCOSE REGULATED PROTEIN HOMOLOG 4 PRECURSOR (GRP 
78-4) (IMMUNOGLOBULIN HEAVY CHAIN BINDING PROTEIN HOMOLOG 

4) (BIP 4) >gi_82174_pir JQ1360 luminal binding protein 

BLP-4 precursor - common tobacco >gi_100339 _j>ir S21879 

heat shock protein BiP homolog blp4 - common tobacco 
>gi_19811_emb_CAA42659_ (X60057) luminal binding protein 
(BiP) [Nicotiana tabacum] 

202650 

LIB3048-046-Q1-L1-A5 

BLASTX 

g3367522 

297 

5.0e-27 

100 

60 

(AC004392) EST gb_T04691 comes from this gene. [ Arab idop sis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202651 

LIB3048-046-Q1-L1- 

BLASTX 

g765203 

484 

5.0e-49 
113 
82 

(S73865) 
{EC 1.13, 
Peptide, 



■A8 



linoleate: oxygen oxidoreductase, lipoxygenase, LOX 
11.12} [Solanum tuberosum, cv. Desiree, roots, 
857 aa] [Solanum tuberosum] 



202652 

LIB3048-046-Q1-L1-B10 

BLASTX 

g!946364 

271 

5.0e-24 

105 

44 

(U93215) lipase isolog [Arabidopsis thaliana] 



27571 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202653 

LIB3048-046-Q1-L1-B3 ' 

BLASTX 

g4204265 

229 

6.0e-19 
121 

46 

(AC005223) 45643 [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202654 

LIB3048-046-Q1-L1-B4 

BLASTX 

g3643611 

338 

4.0e-32 

89 

75 

(AC005395) putative casein kinase 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202655 

LIB3048-046-Q1-L1-C10 

BLASTX 

g4262174 

476 

5.0e-48 

115 

70 

(AC005508) 9058 [Arabidopsis thaliana] 



202656 

LIB3048-046-Q1-L1-C11 

BLASTX 

gl477428 

589 

3.0e-61 

113 
95 

(X99623) alpha-tubulin 



1 [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202657 

LIB3048-046-Q1-L1-C2 

BLASTX 

g4567267 

263 

5.0e-23 

52 
87 

(AC006841) 
thaliana] 



putative zinc finger protein [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



202658 

LIB3048-046-Q1-L1-C3 

BLASTX 

gl498731 

309 

3.0e-28 



27572 



Match length 86 
% identity 63 

NCBI Description (U64806) pathogenesis-related protein PR1 [Brassica napus] 



Seq. No. 


202659 


Seq. ID 


LIB3048-04 6-Q1-L1-C5 


Method 


BLASTX 


NCBI GI 


g4454026 


BLAST score 


295 


E value 


7 . Oe-27 


Match length 


108 


% identity 


55 


NCBI Description 


(AL035394) phosphatase like protein [Arabidopsis thaliana] 


Seq. No. 


202660 


Seq. ID 


LIB3048-046-Q1-L1-C6 


Method 


BLASTX 


NCBI GI 


g2642158 


BLAST score 


545 


E value 


4.0e-56 


Match length 


118 


% identity 


80 


NCBI Description 


(AC003000) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


202661 


Seq. ID 


LIB3048-04 6-Q1-L1-C9 


Method 


BLASTX 


NCBI GI 


gll43188 


BLAST score 


512 


E value 


3.0e-52 


Match length 


115 


% identity 


34 


NCBI Description 


(U32627) ubiquitin precursor [Candida albicans] 


Seq. No. 


202662 


Seq. ID 


LIB3048-046-Q1-L1-D1 


Method 


BLASTX 


NCBI GI 


g3183570 


BLAST score 


252 


E value 


9.0e-22 


Match length 


97 


% identity 


52 


NCBI Description 


HYPOTHETICAL 36.8 KD PROTEIN IN DINF-QOR INTERGENIC REGION 


Seq. No. 


202663 


Seq. ID 


LIB3048-046-Q1-L1-D2 


Method 


BLASTX 


NCBI GI 


g3183570 


BLAST score 


156 


E value 


1.0e-10 


Match length 


64 


% identity 


47 


NCBI Description 


HYPOTHETICAL 36.8 KD PROTEIN IN DINF-QOR INTERGENIC REGION 


Seq. No. 


202664 


Seq. ID 


LIB3048-046-Q1-L1-D3 


Method 


BLASTX 



27573 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl778370 
468 

4.0e-47 

113 

78 

(U77678) asparagine synthetase 2 [Glycine max] 



beg. wo. 


9n9£fi c \ 
^U^ ODj 


Qcarr TP) 


T.TB3048-04 6-O1-L1-D4 

J_| _L J—/ »J V/ " U V> T W ^ JL -1—1 _l_ J-/ ^ 


jxiei^nou 






rr9Q7R4 ^9 




167 


Ci valUc 


O > Uc ± o 


Match length 


66 


% identity 


51 


XT ^* ^3 T y*> y-i -ki^ -I +- t 

NLrJi uescripLion 


f nTrnni 97 A ^ Mr'ZXK'* T.RAQ ^ rT.pi qhrnsni a manor! 


Seq. No. 




beq. iu 




Method 


BLAbTX 


NCBI GI 


go^ooU y 


BLAST score 




E value 


/ . UQ — /.Z 


Match length 


68 


% identity 


21 


NCBI Description 


UDiqunzm precursor riraj3xu.<jps-Lo hici-l-l cuia v j_j_a.yiuciii_ 


Seq. No. 


o r> O £T £ T 

ZUZbo 1 


Seq. ID 




Method 


BLASTX 


NCBI GI 


glZODOUy 


oiiAbi score 


"597 


E value 


^ . Ue-ol 


Match length 


86 


% identity 


78 


NCBI Description 


^Ayzy4o; pecnaue xyase irrusa dCuiuinaL.a j 


Seq. No. 


ZOZobo 


Seq. ID 


t tdoi^jIO f\ a c r\ 1 T 1 T? 1 

LIBoU4o-U4 o-yi-Lx-lijl 


Method 


BLASTX 


NCBI GI 


gioUo4oo 


BLAST score 




E value 


8 . Oe-17 


ft^ -a 4- V*> 1 * * t V* 

riatcn ±eiiyLii 




% identity 


31 


NCBI Description 


(AF088848) polyubiquitin [Capsicum chinense] 


Seq. No. 


202669 


Seq. ID 


LIB3048-046-Q1-L1-E2 


Method 


BLASTX 


NCBI GI 


gl449179 


BLAST score 


177 


E value 


8.0e-16 


Match length 


92 


% identity 


61 


NCBI Description 


(D86506) N-ethylmaleimide sensitive fusion protein 



[Nicotiana tabacum] 



27574 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202670 

LIB3048-046-Q1-L1-E8 

BLASTX 

g!769901 

221 

3.0e-18 

94 

50 

(X95737) proline transporter 1 [Arabidopsis thaliana] 
>gi_2088642 (AF002109) proline transporter 1 [Arabidopsis 
thaliana] 



202671 

LIB3048-046-Q1-L1-E9 

BLASTX 

g3334146 

147 

6.0e-10 

69 

51 

ENDOCHITINASE 
endo chit ina s e 



2 PRECURSOR >gi_1791007 
[Gossypium hirsutum] 



(U78888) class I 



202672 

LIB3048-046-Q1-L1-F1 

BLASTX 

gl723239 

341 

3.0e-32 

112 

59 

HYPOTHETICAL 35.7 KD PROTEIN 02 6 A3 . 11 IN CHROMOSOME I 
>gi_1177358_emb_CAA93234_ (269240) putative amidohydrolase 
[Schizosaccharomyces pombe] 

202673 

LIB3048-046-Q1-L1-F10 

BLASTX 

g3811007 

515 

2.0e-52 

104 

94 

(AB019327) NADP specific isocitrate dehydrogenase [Daucus 
carota] 

202674 

LIB3048-046-Q1-L1-F11 

BLASTX 

gl00525 

469 

3*0e-47 

106 

21 

ubiquitin precursor UbB2 - common sunflower (fragment) 
>gi_18803_emb_CAA40323_ (X57003) polyubiquitin protein 



27575 



[Helianthus annuus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202675 

LIB3048-04 6-Q1-L1-F12 

BLASTX 

g2129950 

601 

1.0e-62 

134 

91 

inorganic pyrophosphatase (EC 3.6.1.1) (clone TVP9) - 
common tobacco 



Seq. No. 


202676 


Seq. ID 


LIB3048-046-Q1-L1-F5 


Method 


BLASTX 


NCBI GI 


g541847 


BLAST score 


326 


E value 


1.0e-30 


Match length 


76 


% identity 


82 


NCBI Description 


alcohol dehydrogenase (EC 1 


Seq. No. 


202677 


Seq. ID 


LIB3048-046-Q1-L1-G10 


Method 


BLASTX 


NCBI GI 


g4262147 


BLAST score 


256 


E value 


4.0e-22 


Match length 


113 


% identity 


49 


NCBI Description 


(AC005275) putative homolog 




1 [Arabidopsis thaliana] 



1.1.1) - Arabidopsis thaliana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202678 

LIB3048-046-Q1-L1-G11 

BLASTX 

gl350988 

158 

7.0e-ll 

78 

50 

40S RIBOSOMAL PROTEIN S3B (SIB) >gi_2119058_pir 151635 

ribosomal protein SI - African clawed frog 
>gi_587600_emb_CAA84291_ (Z34530) ribosomal protein SI 
[Xenopus laevis] >gi_587602__emb_CAA84290_ (Z34529) 
ribosomal protein [Xenopus laevis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202679 

LIB3048-04 6-Q1-L1-G12 

BLASTX 

g3393062 

358 

3.0e-34 

102 

58 

(Y17386) putative In2.1 protein [Triticum aestivum] 



27576 



# 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202680 

LIB3048-046-Q1-L1-G5 

BLASTX 

g4572674 

284 

2.0e-25 

75 
72 

(AC006954) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202681 

LIB3048-046-Q1-L1-G9 

BLASTX 

g548488 

187 

1.0e-28 

100 
59 

POLYGALACTURONASE PRECURSOR (PG) (PECTINASE) >gi_ 
(L12019) polygalacturonase [Actinidia deliciosa] 



166325 



Seq. No. 


202682 


Seq. ID 


LIB3048-046-Q1-L1-H10 


Method 


BLASTX 


NCBI GI 


g3393062 


BLAST -score 


350 


E value 


3 . Qe-33 


Match length 


102 


% identity 


57 


NCBI Description 


(Y17386) putative In2.1 protein [Triticum 


Seq. No. 


202683 


Seq. ID 


LIB3048-046-Q1-L1-H2 


Method 


BLASTX 


NCBI GI 


g4262142 


BLAST score 


270 


E value 


8«0e-24 


Match length 


92 


% identity 


52 


NCBI Description 


(AC005275) putative alcohol dehydrogenase 




thaliana] 


Seq. No. 


202684 


Seq. ID 


LIB3048-046-Q1-L1-H3 


Method 


BLASTX 


NCBI GI 


gl709498 


BLAST score 


224 


E value 


2.0e-33 


Match length 


110 


% identity 


66 


NCBI Description 


OSMOTIN-LIKE PROTEIN OSM34 PRECURSOR 




>gi 1362001 pir S57524 osmotin precursor 




thaliana >gi_887390_emb_CAA61411_ (X89008) 




[Arabidopsis thaliana] 


Seq. No. 


202685 



[Arabidopsis 



osmotin 



27577 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

I identity 

NCBI Description 



LIB3048-046-Ql^Ll-H5 

BLASTX 

g!486472 

489 

2.0e-49 

111 

85 

(X99853) oxoglutarate malate translocator [Solanum 
tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202686 

LIB3048-047-Q1-L1-A1 

BLASTX 

g485742 

426 

1.0e-44 

102 
97 

(L32791) pyrophosphatase [Beta vulgaris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202687 

LIB3048-047-Q1-L1-A10 

BLASTX 

g3450842 

185 

8.0e-14 

63 

60 

(AF080436) mitogen activated protein kinase kinase [Oryza 
sativa] 



Seq. No. 


202688 


Seq. ID 


LIB3048-047-Q1-L1-A2 


Method 


BLASTX 


NCBI GI 


g3608155 


BLAST score 


304 


E value 


9.0e-28 


Match length 


133 


% identity 


45 


NCBI Description 


(AC005314) putative RNA 


Seq. No. 


202689 


Seq. ID 


LIB3048-047-Q1-L1-A3 


Method 


BLASTX 


NCBI GI 


g3298474 


BLAST score 


389 


E value 


8.0e-50 


Match length 


130 


% identity 


74 


NCBI Description 


(AB0127 65) ovpl [Oryza 


Seq. No. 


202690 


Seq. ID 


LIB3048-047-Q1-L1-A5 


Method 


BLASTX 


NCBI GI 


g4539423 


BLAST score 


551 


E value 


1.0e-56 



27578 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 

129 

82 , i . 

(AL049171) pyrophosphate-dependent phosphofructo-l-kmase 

[Arabidopsis thaliana] 
202691 

LIB3048-047-Q1-L1-A6 

BLASTX 

g2880043 

328 

1.0e-30 

132 
48 

(AC002340) putative 3-hydroxyisobutyryl-coenzyme A 
hydrolase [Arabidopsis thaliana] 

202692 

LIB3048-047-Q1-L1-A7 
BLASTX 
g3925703 
583 

2.0e-60 
129 
88 

(X95905) 14-3-3 protein [Lycopersicon esculentum] 
202693 

LIB3048-047-Q1-L1-A8 
BLASTX 
gl841475 
349 

5.0e-33 
110 
59 

(Y11105) Myb26 [Pisum sativum] 
202694 

LIB3048-047-Q1-L1-B11 
BLASTX 
g2435395 
236 

9.0e-20 
101 
57 

(U63550) pectate lyase [Fragaria x ananassa] 



202695 

LIB3048-047-Q1-L1-B2 

BLASTX 

g2130149 

621 

5.0e-65 

119 

98 

translation elongation factor eEF-1 alpha chain 
(fragment) 



- maize 



27579 



Seq, No. 


zuzoyo 


Seq. ID 


T TR^n4ft-D47- 
LiLoOWi 0 V** t 


Method 


rjT 7\ C 1 mv 


NCBI GI 


g3395432 


BLAST score 


327 


E value 


2 . Ge-30 


Match length 


y / 


% identity 


65 


NCBI Description 




Seq. No. 


O A O /* Pj 1 


Seq. ID 




Method 


BLASTX 


NCBI GI 


go uou4uu 


BLAST score 


515 


E value 


2.0e-52 


Match length 


123 


% identity 


79 


NCBI Description 


(AL022603) 



putative protein [Arabidopsis thaliana] 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202698 

LIB3048-047-Q1-L1-B6 

BLASTX 

g606942 

142 

9.0e-09 

74 

49 

(U13760) unknown [Gossypium hirsutum] 
202699 

LIB3048-047-Q1-L1-B7 

BLASTX 

g2981167 

142 

8.0e-09 

70 

50 

(AF05307 6) late embryogenis abundant protein 5 [Nxcotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202700 

LIB3048-047-Q1-L1-B8 

BLASTX 

g421954 

332 

5.0e-31 

132 

46 

hypothetical protein 3 
>gi_2 143 3_emb_CAA3 6 6 1 5_ 



- potato transposon Tstl 
(X52387) ORF3 [Solanum tuberosum] 



Seq. No. 
Seq. ID 
Method 



202701 

LIB3048-047-Q1-L1-B9 
BLASTX 



27580 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2465923 
187 

5.0e-14 

98 
13 

(AF024648) receptor-like serine/threonine kinase 
[Arabidopsis thaliana] 



202702 

LIB3048-047-Q1-L1-C11 
BLASTX 
g3894159 
172 

3.0e-12 

80 
41 

(AC005312) hypothetical protein [Arabidopsis thaliana] 
202703 

LIB3048-047-Q1-L1-C4 
BLASTX 
g2739381 
447 

1.0e-44 

126 
67 

(AC002505) putative patatin [Arabidopsis thaliana] 

Seq. No. 202704 

Seq. ID LIB3048-047-Q1-L1-C6 

Method BLASTX 

NCBI GI gl36057 

BLAST score 361 

E value 2.0e-34 

Match length 113 

% identity 64 

NCBI Description TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) 

>gi 99499_pir A32187 (S) -tetrahydroberberine oxidase - 

Coptis japonica >gi_556171 (J04121) triosephosphate 
isomerase [Coptis japonica] 



Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 202705 

Seq. ID LIB3048-047-Q1-L1-C8 

Method BLASTX 

NCBI GI g2244851 

BLAST score 292 

E value 2.0e-26 

Match length 135 

% identity 43 t 
NCBI Description (Z97337) amine oxidase [Arabidopsis thaliana] 

Seq. No. 202706 

Seq. ID LIB3048-047-Q1-L1-D11 

Method BLASTX 

NCBI GI gl408460 

BLAST score 345 

E value 1.0e-32 



27581 



Match length 

% identity 

NCBI Description 



132 
55 

(U40161) type 2A protein serine/threonine phosphatase 55 
kDa B regulatory subunit [Arabidopsis thaliana] 



Seq. No. 


a a O 1 A *7 


Seq. ID 


LIBoU4o _ l 


Method 


BLASTX 


NCBI GI 


g44ooU4o 


BLAST score 


39U 


E value 


7 . Qe-3o 


Match length 


1 AO 


% identity 




NCBI Description 


(D26578) 


Seq. No. 


zU/ / Uo 


Seq. ID 


T xoO A ^ Q / 

LIBoU4o-t 


Method 


BLASTX^ 


NCBI GI 


gl IZ9 fou 


BLAST score 


762 


E value 


2 . Oe-81 


Match length 


135 


% identity 


A A 


NCBI Description 




Seq. No. 


202709 


Seq. ID 


LIB3048- 


Method 


BLASTX 


NCBI GI 


g629562 


BLAST score 


604 


E value 


6.0e-63 


Match length 


135 


% identity 


83 


NCBI Description 


sulfate 



047-Q1-L1-D12 



DNA-binding protein [Daucus carota] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



mylyltransf erase (EC 2.7.7.4) - Arabidopsis 

ji_2129743_pir S68024 sulfate 

adenylyltransf erase (EC 2.7.7.4) precursor (clone APS 2 ) - 
Arabidopsis thaliana >gi_487404_emb_CAA55799__ (X79210) 
sulfate adenylyltransf erase [Arabidopsis thaliana] 
>gi_1228104 (U06276) ATP sulfurylase [Arabidopsis thaliana] 
>gi_1378028 (U40715) ATP sulfurylase precursor [Arabidopsis 
thaliana] >gi_1575324 (U59737) ATP sulfurylase [Arabidopsis 
thaliana] 

202710 

LIB3048-047-Q1-L1-D7 

BLASTX 

gl399275 

453 

2.0e-45 

102 

82 

(U31835) calmodulin-domain protein kinase CDPK isoform 6 
[Arabidopsis thaliana] >gi_2623752 (AC002329) CDPK6 
(calmodulin-domain protein kinase isoform 6) [Arabidopsis 
thaliana] 



Seq. No. 



202711 



27582 



# 



Seq. ID LIB3048-047-Q1-L1-D8 

Method BLASTX 

NCBI GI g2454182 

BLAST score 150 

E value 1.0e-09 

Match length 93 

% identity 44 

NCBI Description (U80185) pyruvate dehydrogenase El alpha subunit 
[Arabidopsis thaliana] 

Seq. No. 202712 

Seq. ID LIB3048-047-Q1-L1-D9 

Method BLASTX 

NCBI GI g3413716 

BLAST score 355 

E value 4.0e-40 

Match length 130 

% identity 4 9 

NCBI Description (AC004747) unknown protein [Arabidopsis thaliana] 

>gi_3643589 (AC005395) unknown protein [Arabidopsis 
thaliana] 



Seq. No. 

Se%-. ID ' 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202713 

LIB3048-047-Q1-L1-E1 

BLASTX 

g4115913 

439 

1.0e-43 

126 

60 

(AF118222) contains similarity to Iron/Ascorbate family of 
oxidoreductases (Pfam: PF00671, Score=307.1, E=2.2e-88, 
N=l) [Arabidopsis thaliana] >gi_4539409_emb_CAB40042 . 1_ 

(AL049524) putative flavanone 3-beta-hydroxylase 

[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202714 

LIB3048-047-Q1-L1-E10 

BLASTX 

gl20669 

457 

9.0e-46 

92 

91 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66014_pir DEJMG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - Magnolia liliiflora 
>gi_19566_emb_CAA42905_ (X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 



Seq. No. 202715 

Seq. ID LIB3048-047-Q1-L1-E11 

Method BLASTX 

NCBI GI g4138647 

BLAST score 531 

E value 2.0e-54 

Match length 129 



27583 



% identity 


H *7 
/ / 


jnLdI uescriprxon 


/B.Tfl11Q^QI nproyi Hs^P TTti "Fol TUTTt reDensl 


Seq. No. 


ZUZ / 10 


Seq. 1JJ 




Method 


BLAST X 


NCBI GI 


g!220196 


BLAST score 


461 


E value 


o • ue ^ d 


Match length 


yu 


% identity 


y / 


NCBI Description 


/rr4Qfi£*M ai pnhnl H^hv-H-rnrr^n^ 7pl FCin^ «=; vnium hirsutuml 


Seq. No. 


zUz / l / 


seq. xu 


T TR^Od P-fl 47 — Ol -T,1 — 


Metnoa 


DT 7i QTV 


NCBI GI 


g4508068 


BLAST score 


222 


E value 


a n^_i q 
4 . ue~-LO 


Matcn lengtn 


Ijj 


% identity 


A A 

44 


NCBI Description 


(AUUUoooZJ jUQj LHiaDiaopSlo T_naXla.llci J 


Seq. No. 


ZU<£ / lo 


Seq. ID 


t Tia*5n>iQ--nyi i _r\i _t 1 — v ^ 

Jj1JdOU40 U4 / yl Ll dJ 


Method 


BLASTX 






BLAST score 


425 


E value 


6.0e-42 


Match length 


101 


% identity 


73 


NCBI Description 


(AC006201) putative transcription factor-like protein 



[Arabidopsis thaliana] 



202719 

LIB3048-047-Q1-L1-E4 

BLASTX 

g4249382 

495 

4.0e-50 

120 

74 

(AC005966) Strong similarity to gi_3337350 F13P17.3 
putative permease from Arabidopsis thaliana BAC 
gb_AC004481. [Arabidopsis thaliana] 



Seq. No. 202720 

Seq. ID LIB3048-047-Q1-L1-E6 

Method BLASTX 

NCBI GI g3435196 

BLAST score 444 

E value 3.0e-44 

Match length 136 

% identity 65 

NCBI Description (AF067773) glutamyl-tRNA synthetase [Arabidopsis thaliana] 

Seq. No. 202721 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27584 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3048-047-Q1-L1-E9 

BLASTX 

g3608495 

326 

2.0e-30 

93 

70 

(AF089738) plastid division protein FtsZ [Arabidopsis 
thaliana] >gi_4510351_gb_AAD214 4 0 . 1_ (AC006921) plastid 
division protein FtsZ [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202722 

LIB3048-047-Q1-L1-F1 

BLASTX 

g3329294 

152 

6.0e-10 

115 
30 

(AE001355) Zinc Metalloprotease 
[Chlamydia trachomatis] 



(insulinase family) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202723 

LIB3048-047-Q1-L1-F10 

BLASTX 

g3790102 

369 

2.0e-35 

82 

82 

(AF095521) pyrophosphate-dependent phosphof ructokinase 
alpha subunit [Citrus X paradisi] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202724 

LIB3048-047-Q1-L1-F11 

BLASTX 

g2462762 

303 

1.0e-27 

118 

55 

(AC002292) Highly similar to auxin-induced protein 
(aldo/keto reductase family) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202725 

LIB3048-047-Q1-L1-F12 

BLASTX 

gl332579 

593 

1.0e-61 

120 

10 

(X98063) polyubiquitin [Pinus sylvestris] 



Seq. No. 
Seq. ID 
Method 



202726 

LIB3048-047-Q1-L1-F2 
BLASTX 



27585 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



g4454052 
144 

5.0e-09 

89 
42 

(AL035394) hypothetical protein [Arabidopsis thaliana] 
202727 

LIB3048-047-Q1-L1-F3 

BLASTX 

g431144 

141 

5.0e-09 

80 

45 

(D21824) HSP70 [Lilium longiflorum] 
202728 

LIB3048-047-Q1-L1-F9 

BLASTX 

g2911044 

479 

3.0e-48 

124 

74 

(AL021961) putative protein [Arabidopsis thaliana] 
202729 

LIB3048-047-Q1-L1-G10 

BLASTX 

g2739046 

190 

2.0e-14 

53 

68 

(AF024652) polyphosphoinositide binding protein Ssh2p 
[Glycine max] 

202730 

LIB3048-047-Q1-L1-G11 

BLASTX 

gl076511 

517 

9.0e-53 

128 

80 

H+-transporting ATPase (EC 3.6.1.35) - kidney bean 
>gi_758250_emb_CAA59799_ (X85804) H ( + ) -transporting ATPase 
[Phaseolus vulgaris] 

202731 

LIB3048-047-Q1-L1-G12 

BLASTX 

g3395432 

287 

8.0e-26 
91 



27586 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



62 

(AC004683) unknown protein [Arabidopsis thaliana] 
202732 

LIB3048-047-Q1-L1-G3 

BLASTX 

g861112 

341 

3.0e-32 

100 

62 

(Z49853) alpha-tubulin [Stentor coeruleus] 
202733 

LIB3048-047-Q1-L1-G4 

BLASTX 

g3924597 

141 

1.0e-08 

72 
42 

(AF069442) putative oxidoreductase [Arabidopsis thaliana] 
202734 

LIB3048-047-Q1-L1-G7 

BLASTX 

g416758 

612 

7.0e-64 

137 

79 

SERINE CARBOX Y PE P T I DAS E PRECURSOR >gi_166674 (M81130) 
carboxypeptidase Y-like protein [Arabidopsis thaliana] 

>gi_445120_prf 1908426A carboxypeptidase Y [Arabidopsis 

thaliana] 



Seq. No. 


202735 


Seq. ID 


LIB3048-047-Q1-L1-G8 


Method 


BLASTX 


NCBI GI 


g4262250 


BLAST score 


167 


E value 


8.0e-12 


Match length 


52 


% identity 


62 


NCBI Description 


(AC006200) putative 


Seq. No. 


202736 


Seq. ID 


LIB3048-047-Q1-L1-H1 


Method 


BLASTX 


NCBI GI 


g464849 


BLAST score 


660 


E value 


1.0e-69 


Match length 


124 


% identity 


99 


NCBI Description 


TUBULIN ALPHA CHAIN 



chain - almond >gi_20413_emb_CAA47635_ (X67162) 
alpha-tubulin [Prunus dulcis] 



27587 



Seq. No. 202737 

Seq. ID LIB3048-047-Q1-L1-H12 

Method BLASTX 

NCBI GI gl477428 

BLAST score 706 

E value 7.0e-75 

Match length 134 

% identity 97 

NCBI Description (X99623) alpha-tubulin 1 [Hordeum vulgare] 

Seq. No. 202738 

Seq. ID LIB3048-047-Q1-L1-H2 

Method BLASTX 

NCBI GI g300265 

BLAST score 145 

E value 2.0e-09 

Match length 53 

% identity 62 

NCBI Description HSP68=68 kda heat-stress DnaK homolog [Lycopersicon 

peruvianum-tomatoes, Peptide Mitochondrial Partial, 580 aa] 

202739 

LIB3048-047-Q1-L1-H4 
BLASTX 
g3738257 , 
475 

7.0e-48 
100 
92 

(AB018410) cytosolic phosphoglycerate kinase 1 [Populus 
nigra] 

Seq. No. 202740 

Seq. ID LIB3048-047-Q1-L1-H6 

Method BLASTX 

NCBI GI g300265 

BLAST score 651 

E value 2.0e-68 

Match length 135 

% identity 96 

NCBI Description HSP68=68 kda heat-stress DnaK homolog [Lycopersxcon 

peruvianum=tomatoes, Peptide Mitochondrial Partial, 580 aa] 

Seq. No. 202741 

Seq. ID LIB3048-047-Q1-L1-H7 

Method BLASTX 

NCBI GI g2570164 

BLAST score 423 

E value 1.0e-41 

Match length 123 

% identity 61 

NCBI Description (D45183) chitinase [Chenopodium amaranti color] 

Seq. No. 202742 

Seq. ID LIB3048-047-Q1-L1-H8 

Method BLASTX 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27588 



NCBI GI g483057 
BLAST score 183 
E value 1.0e-13 
Match length 104 
% identity 40 

NCBI Description hypothetical protein (xylB 5 ? region) - Butyrivxbrio 
fibrisolvens (fragment) >gi_144165 (M55537) ORF1 
[Butyrivibrio fibrisolvens] 

Seq. No. 202743 

Seq. ID LIB3048-048-Q1-L1-A10 

Method BLASTX 

NCBI GI g4539423 

BLAST score 229 

E value 2.0e-19 

Match length 55 

% identity 75 

NCBI Description (AL049171) pyrophosphate-dependent phosphof ructo-l-kxnase 
[Arabidopsis thaliana] 

Seq. No. 202744 

Seq. ID LIB3048-048-Q1-L1-A12 

Method BLASTX 

NCBI GI g4432866 

BLAST score 261 

E value 8.0e-23 

Match length 117 

% identity 38 

NCBI Description (AC006300) putative reverse transcriptase [Arabidopsxs 
thaliana] 

Seq. No. 202745 

Seq. ID LIB3048-048-Q1-L1-A2 

Method BLASTX 

NCBI GI gl709498 

BLAST score 384 

E- value 3.0e-37 

Match length 100 

% identity 74 

NCBI Description OSMOTIN-LIKE PROTEIN OSM34 PRECURSOR 

>gi_1362001_pir S57524 osmotin precursor - Arabidopsis 

thaliana >gi_887390_emb_CAA61411_ (X89008) osmotin 
[Arabidopsis thaliana] 

Seq. No. 202746 

Seq. ID LIB3048-048-Q1-L1-A3 

Method BLASTX 

NCBI GI g2264373 

BLAST score 207 

E value 2.0e-16 

Match length 50 

% identity 74 

NCBI Description (AC002354) putative NAM/no apical meristem protein 
[Arabidopsis thaliana] 

Seq. No. 202747 

Seq. ID LIB3048-048-Q1-L1-A4 



27589 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



. BLASTX 
g3287835 
351 

2.0e-33 

77 

87 

( + ) -DELTA-CADINENE SYNTHASE ISOZYME A (D-CADINENE SYNTHASE) 
>gi 1002523 (U27535) (+) -delta-cadinene synthase isozyme A 
[Gossypium arboreum] >gi_1217956_emb_CAA65289_ (X96429) 
(+) -delta-cadinene synthase [Gossypium arboreum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202748 

LIB3048-048-Q1-L1-A5 

BLASTX 

g4239845 

171 

3.0e-12 

47 

72 

(AB015855) transcription factor TEIL [Nicotiana tabacum] 
202749 

LIB3048-048-Q1-L1-A6 

BLASTX 

g464849 

294 

6.0e-27 

89 

65 

TUBULIN ALPHA CHAIN >gi_486847_pir S36232 tubulin alpha 

chain - almond >gi_20413_emb_CAA47 635__ (X67162) 
alpha-tubulin [Prunus dulcis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202750 

LIB3048-048-Q1-L1-B10 

BLASTX 

g3355626 

520 

3.0e-53 
110 
87 

(Y09204) 
tabacum] 



histidinol-phosphate aminotransferase [Nicotiana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202751 

LIB3048-048-Q1-L1-B12 

BLASTX 

g2244905 

246 

3.0e-21 

80 
56 

(Z97339) indole-3-acetate beta-glucosyltransf erase 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



202752 

LIB3048-048-Q1-L1-B4 



27590 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2244851 

182 

4.0e-14 

103 
38 

(Z97337) 



amine oxidase [Arabidopsis thaliana] 



oeq. JMO . 


zCUZ / DO 


Seq. ID 


LIBou4o-U4o-Ql-Ll-Bo 


Method 


BLASTX 




gzz^tou / / 


oLtAoi score 




E value 


7.0e-17 


Match length 


72 


% identity 


61 


NCBI Description 


(29734 3) glucanase homolog [Arabidopsis thaliana] 


Seq. No. 


2,02154 


Seq. ID 


LIB3048-048-Q1-L1-B7 


Method 


BLASTX 


NCBI GI 


g2642158 


BLAST score 


393 


E value 


2.0e-38 


Match length 


89 


% identity 


79 


NCBI Description 


(AC003000) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


202755 


Seq. ID 


LIB3048-048-Q1-L1-B9 


Method 


BLASTX 


NCBI GI 


g3687223 


BLAST score 


200 


E value 


1.0e-15 


Match length 


116 


% identity 


47 


NCBI Description 


(AC005169) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


202756 


Seq. ID 


LIB3048-048-Q1-L1-C1 


Method 


BLASTX 


NCBI GI 


gl483230 


BLAST score 


325 


E value 


2 . Oe-ou 


Match length 


76 


% identity 


87 


NCBI Description 


(X99654) MADS 4 protein [Betula pendula] 


Seq. No. 


202757 


Seq. ID 


LIB3048-048-Q1-L1-C12 


Method 


BLASTX 


NCBI GI 


gl399275 


BLAST score 


309 


E value 


1.0e-43 


Match length 


102 


% identity 


85 


NCBI Description 


(U31835) calmodulin-domain protein kinase CDPK isoform 



27591 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



[Arabidopsis thaliana] >gi_2623752 (AC002329) CDPK6 
(calmodulin-domain protein kinase isoform 6) [Arabidopsis 
thaliana] 

202758 

LIB3048-048-Q1-L1-C3 

BLASTX 

g3062801 

351 

2.0e-33 
77 

83 , 
(AB012873) arginine decarboxylase [Nicotiana sylvestris] 

202759 

LIB3048-048-Q1-L1-C5 

BLASTX 

g2244759 

391 

3.0e-38 

98 
69 

(Z97335) selenium-binding protein [Arabidopsis thaliana] 
202760 

LIB3048-048-Q1-L1-C7 

BLASTX 

g439489 

103 

7.0e-10 

67 

66 

(D26084) zinc-finger DNA binding protein [Petunia x 
hybrida] 

202761 

LIB3048-048-Q1-L1-C9 

BLASTX 

g3885329 

490 

1.0e-49 

96 

96 

(AC005623) alien-like protein [Arabidopsis thaliana] 
202762 

LIB3048-048-Q1-L1-D10 

BLASTX 

g3132696 

315 

4.0e-29 

85 
78 

(AF061962) SAR DNA-binding protein-1 [Pisum sativum] 
202763 

LIB3048-048-Q1-L1-D12 



27592 



BLASTX 
g2244760 
184 

6.0e-14 

95 
16 

(Z97335) selenium-binding protein [Arabidopsis thaliana] 

Seq. No. 202764 

Seq. ID LIB3048-048-Q1-L1-D2 

Method BLASTX 

NCBI GI g4539423 

BLAST score 290 

E value 1.0e-26 

Match length 70 

% identity 77 , 

NCBI Description (AL049171) pyrophosphate-dependent phosphof ructo-l-kinas 
[Arabidopsis thaliana] 




Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 202765 

Seq. ID LIB3048-048-Q1-L1-D3 

Method BLASTX 

NCBI GI g4544443 

BLAST score 170 

E value 1.0e-12 

Match length 55 

% identity 71 . 

NCBI Description (AC006592) putative mitochondrial uncoupling protein 
[Arabidopsis thaliana] 

202766 

LIB3048-048-Q1-L1-D5 
BLASTX 
g2191183 
283 

2.0e-25 
113 
45 

(AF007271) similar to the ligand-gated ionic channels 
family [Arabidopsis thaliana] 

202767 

LIB3048-048-Q1-L1-D8 
BLASTN 
g4388705 
39 

1.0e-12 
71 
89 

Arabidopsis thaliana chromosome I BAC F20D21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 202768 

Seq. ID LIB3048-048-Q1-L1-D9 

Method BLASTX 

NCBI GI g2642158 

BLAST score 453 



27593 



ti value 




TJ! -y 4- /-^ Vl 1 T*l /T 4" V"l 


J- J J 


^ laeriLiry 


oo 




(AC003000) hypothetical protein [Arabidopsis thaliana 


beq. wo. 


9097 fiQ 


OCq. ±U 


LIB304 8-048-O1-L1-E1 


Metnoa 


RT ZiQTY 


NCBI GI 


g3075398 


BLAST score 


302 


E value 




iyiac.cn xeriLjL.n 


69 


% identity 


P7 




(AC004484) unknown protein [Arabidopsis thaliana] 


oeq. djo. 


909770 


oeq. .ljj 


T,TR^048-048-Ol-Ll-E12 


Method 




NCR! GI 


gl486472 


BLAST score 


396 


E value 


1.0e-38 


Match length 


92 


% identity 


84 


NCBI Description 


(X99853) oxoglutarate malate translocator [Solanum 



tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202771 

LIB3048-048-Q1-L1-E3 

,BLASTX 

gll9010 

277 

9.0e-25 

71 

73 

GLUCAN END0-1,3-BETA-GLUC0SIDASE, BASIC VACUOLAR ISOFORM 

GGIB50 PRECURSOR ( (l->3) -BETA-GLUCAN ENDOHYDROLASE) 

( (l->3)-BETA-GLUCANASE) (BETA-1, 3-ENDOGLUCANASE, BASIC) 

(GLUCANASE GLA) >gi_100329_pir A38257 glucan 

endo-l,3-beta-D-glucosidase (EC 3.2.1,39) basic precursor 
(clone gglbSO) - common tobacco (cv* Samsun NN) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202772 

LIB3048-048-Q1-L1-E4 

BLASTX 

gl67367 

494 

3.0e-50 

100 

96 

(L08199) peroxidase [Gossypium hirsutum] 



Seq. No. 202773 

Seq. ID LIB3048-048-Q1-L1-E5 

Method BLASTX 

NCBI GI g4185599 

BLAST score 187 

E value 4.0e-14 



27594 



Match length 113 

% identity 45 , 

NCBI Description (AB010708) Anthocyanin 5-aromatic acyltransf erase [Gentiana 

triflora] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202774 

LIB3048-048-Q1-L1-E8 

BLASTX 

g4240207 

165 

1.0e-ll 

59 

49 

(AB020666) KIAA0859 protein [Homo sapiens] 
202775 

LIB3048-048-Q1-L1-F1 

BLASTX 

g2134962 

207 

2.0e-16 

83 
52 

cyclophilin-like protein CyP-60 - human >gi_1199598 
(U37219) cyclophilin-like protein CyP-60 [Homo sapiens] 

>gi_1587642_prf 2207180A cyclophilin: ISOTYPE=CyP-60 [Homo 

sapiens] 

202776 

LIB3048-048-Q1-L1-F10 

BLASTX 

g483057 

210 

7.0e-17 

109 

44 

hypothetical protein (xylB 5 f region) - Butyrivibrio 
fibrisolvens (fragment) >gi_144165 (M55537) 0RF1 
[Butyrivibrio fibrisolvens] 



Seq. No. 202777 

Seq. ID LIB3048-048-Q1-L1-F11 

Method BLASTX 

NCBI GI g3785974 

BLAST score 162 

E value 3.0e-ll 

Match length 78 

% identity 46 , , 

NCBI Description (AC005560) putative DNA recombinase [Arabidopsis tnalianaj 



Seq. No, 202778 

Seq. ID LIB3048-048-Q1-L1-F2 

Method BLASTX 

NCBI GI g3176687 

BLAST score 442 

E value 5.0e-44 

Match length 114 



27595 



# 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



72 

(AC003671) Strong similarity to trehalose-6-phosphate 
synthase homolog from A. thaliana chromosome 4 contig 
gb_Z97344. ESTs gb_H37594, gb_R65023, gb_H37578 and 
gb_R64855 come from this gene. [Arabidopsis thaliana] 

202779 

LIB3048-048-Q1-L1-F3 

BLASTX 

g2088651 

194 

3.0e-15 

53 

70 

(AF002109) hypersensitivity-related gene 201 isolog 
[Arabidopsis thaliana] 

202780 

LIB3048-048-Q1-L1-F9 

BLASTX 

g3850579 

263 

3.0e-23 

86 

63 

(AC005278) Strong similarity to gb_D14550 extracellular 
dermal glycoprotein (EDGP) precursor from Daucus carota. 
ESTs gb_H37281 / gb_T44167, gb_T21813, gb__N38437, gb_Z26470, 
gb_R65072, gb_N76373, gb_F15470, gb__Z35182, gb_H76373, 
gb_Z34678 an 

202781 

LIB3048-048-Q1-L1-G4 

BLASTX 

g!35060 

365 

4.0e-35 

98 

65 

SUCROSE SYNTHASE 1 (SUCROSE-UDP GLUCOS YLTRANS FERASE 1) 

(SHRUNKEN-1) >gi_66570_pir YUZMS sucrose synthase (EC 

2.4.1.13) - maize >gi_22486_emb_CAA26247_ (X02400) sucrose 
synthase [Zea mays] >gi_22488_emb_CAA26229__ (X02382) 
sucrose synthase [Zea mays] 

202782 

LIB3048-048-Q1-L1-G5 

BLASTX 

g4239845 

194 

3.0e-15 

83 
54 

(AB015855) transcription factor TEIL [Nicotiana tabacum] 
202783 

LIB3048-048-Q1-L1-G8 



27596 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2529703 

229 

3.0e-19 

98 

55 

(AF000142) class II knotted-like homeodomain protein 
[Lycopersicon esculentum] 

202784 

LIB3048-048-Q1-L1-G9 

BLASTX 

gll42621 

235 

6.0e-20 

87 

54 

(U18349) phaseolin G-box binding protein PG2 [Phaseolus 
vulgaris] 

202785 

LIB3048-048-Q1-L1-H1 

BLASTX 

g629561 

237 

6.0e-20 

101 

43 

SRG1 protein - Arabidopsis thaliana 

>gi_479047_emb_CAA55654_ (X79052) SRG1 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202786 

LIB3048-048-Q1-L1-H10 

BLASTX 

g3885329 

538 

2.0e-55 

107 

93 

(AC005623) alien-like protein [Arabidopsis thaliana] 
202787 

LIB3048-048-Q1-L1-H11 

BLASTX 

gl31276 

363 

3.0e-35 

73 

93 

PHOTOS YSTEM II P680 CHLOROPHYLL A APOPROTEIN (CP-47 

PROTEIN) >gi_72704__pir QJNT6A photosystem II chlorophyll 

a-binding protein psbB - common tobacco chloroplast 
>gi_11856_emb__CAA77373_ (Z00044) PSII 47kD protein 

[Nicotiana tabacum] >gi_225224_prf 1211235BF photosystem 

II P680 apoprotein [Nicotiana tabacum] 



27597 



Seq. No. 


zUZ/oo 


beq. iu 




Metnoa 


tit 7\ prnv 

i31iA.blA 


NCBI GI 


g529353 


BLAST score 


165 


E value 


/ . ue-i^ 


Matcn length 


57 


£ identity 




NCBI Description 


(U12757) diphenol oxidase [Acer pseudoplatanus] 


Seq. No. 


zUz /yy 


beq. liJ 


TT"Q"3rMQ A A Q — nl _ T 1 _ XJ A 

lilrioU4 o — U4o~yi — lil— xi4 


Method 


Bli/iO 1 A 


NCBI GI 


gl762148 


BLAST score 


576 


E value 


Q Art df\ 


Matcn length 


llO 


% identity 


94 


NCBI Description 


(U48695) glutamate dehydrogenase [Solanum. lycopersicum 


Seq. No. 


202790 


oeq. ID 


J_tlboU4o— U4o — yl lil — no 


Method 


JrfliAo 1a 


NCBI GI 


g2244771 


BLAST score 


376 


E value 


2 . Ue-Jo 


Match length 


92 


% identity 


80 


NCBI Description 


(Z 97335) kinesin homolog [Arabidopsis thaliana] 


Seq. No. 


202791 


Seq. ID 


LIB3048-048-Q1-L1-H8 


Method 


BLASTX 


NCbl Lrl 


g44o4Ulz 


BLAST score 


290 


E value 


2.0e-26 


Match length 


76 


% identity 


72 


NCBI Description 


(AL035396) Pollen-specific protein precursor like 




[Arabidopsis thaliana] 


Seq. No. 


202792 


Seq. ID 


LIB3048-048-Q1-L1-H9 


Method 


BLASTX 


NCBI GI 


g3493367 


BLAST score 


307 


E value 


2 . Oe-28 


Match length 


82 


% identity 


73 


NCBI Description 


(AB017159) citrate synthase [Daucus carota] 


Seq. No. 


202793 


Seq. ID 


LIB3048-04 9-Q1-L1-A2 


Method 


BLASTX 


NCBI GI 


g3821793 


BLAST score 


663 


E value 


7.0e-70 



27598 



Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



127 
96 

(Y11526) casein kinase II alpha subunit [Zea mays] 
202794 

LIB3048-04 9-Q1-L1-A4 

BLASTX 

g4455365 

218 

9.0e-18 

57 

68 

(AL035524) putative protein [Arabidopsis thaliana] 
202795 

LIB3048-04 9-Q1-L1-A5 

BLASTX 

gl361983 

337 

9.0e-32 

110 

64 

ARP protein - Arabidopsis thaliana >gi_886434_emb_CAA89858_ 
(Z49776) ARP protein [Arabidopsis thaliana] 

202796 

LIB3048-04 9-Q1-L1-A8 

BLASTX 

gl33940 

371 

9.0e-36 

86 

88 

40S RIBOSOMAL PROTEIN S3A (S1A) >gi_70851_pir R3XL3A 

ribosomal protein S3a - African clawed frog 
>gi_65091_emb_CAA40592_ (X57322) ribosomal protein Sla 
[Xenopus laevis] 

202797 

LIB3048-04 9-Q1-L1-A9 

BLASTX 

g4115371 

311 

5.0e-29 

82 

71 

(AC005967) unknown protein [Arabidopsis thaliana] 
202798 

LIB3048-04 9-Q1-L1-B1 

BLASTX 

g4335751 

295 

5.0e-27 

93 

55 

(AC006284) putative methyltransf erase [Arabidopsis 



27599 




thaliana] 





202799 


Seq. ID 


LIB3048-049-Q1-L1-B3 


Method 


BLASTX 


NCBI GI 


gl00484 


BLAST score 


377 


R 1 ne 


2.0e-36 


Match length 


102 


i dent it v 


62 


NCBI Description 


hypothetical protein - garden snapdragon 




202800 


Seq. ID 


LIB3048-049-Q1-L1-B4 


Method 


BLASTX 


NCBI GI 


g3738306 


BLAST score 


403 


R 1 ne 


1.0e-39 


Match length 


99 


§c i Hpnt it v 


81 


TJPRT Dp^pt* iDtion 


(AC005309) unknown protein [Arabidopsis thaliana] 




202801 


Seq. ID 


LIB3048-049-Q1-L1-B5 


Method 


BLASTX 




a4455365 

y t *j ^ \j s 




257 


Zt VaiUc 


2 . Oe-22 


Mpfrh 1 pnrrth 

L1CL XClly l— J. 1 


57 




77 




(AL035524) putative protein [Arabidopsis thaliana] 




202802 


Seq. ID 


LIB3048-049-Q1-L1-B6 


Method 


BLASTX 


NPRT GT 


g3763921 


RT.AST score 


310 


R 1 ha 

Hi V CL-L Liv^ 


2 . 0e-28 


Match length 


92 




67 


NPRT np<^r , T"i r»t ion 


(AC004450) putative pirin protein [Arabidopsis thai 




202803 




LIB3048-04 9-Q1-L1-B7 


Method 


BLASTX 


NCBI GI 


g2827715 


J_J * 1 X O O -L. ^— ' 


322 


1? Tra 1 no 

Lj V CLJ- LLCS 


3.0e-30 


Mafph 1 on rtf" h 
i w ici t_on xeiiy un 


79 


% identity 


8 


NCBI Description 


(AL021684) receptor protein kinase - like protein 




[Arabidopsis thaliana] 


Seq. No. 


202804 


Seq. ID 


LIB3048-049-Q1-L1-B8 


Method 


BLASTX 


NCBI GI 


g4335751 



27600 



BLAST score 


395 


E value 


1.0e-38 


Match length 


114 


% identity 


61 


NCBI Description 


(AC006284) 



tha liana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202805 

LIB3048-049-Q1-L1-C11 

BLASTX 

g2864624 

147 

7.0e-10 

71 
45 

(AL021811) putative protein [Arabidopsis thaliana] 



202806 

LIB3048-049-Q1-L1-C2 

BLASTX 

g2244987 

232 

2.0e-19 

103 

46 

(Z97340) similarity to protein kinase ■ 
(Dictyostelium) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



slime mold 



202807 

LIB3048-049-Q1-L1-C5 

BLASTX 

g3201627 

200 

5.0e-16 
58 

(AC004669) putative SWH1 protein [Arabidopsis thaliana] 
202808 

LIB3048-049-Q1-L1-C6 

BLASTX 

g2739376 

259 

2.0e-25 

84 

76 

(AC002505) putative permease [Arabidopsis thaliana] 
202809 

LIB3048-049-Q1-L1-C7 

BLASTX 

g3068713 

273 

2.0e-24 

87 

70 

(AF049236) unknown [Arabidopsis thaliana] 



27601 



beq. JNO. 


Z UZ 0 1U 




JLilDoUriO U*l J V- 1 - 


Method 


BLASTX 


NCBI GI 


gl778370 


biiAbi score 


/I 1 A 

4 14 


E value 


o . ue-4 i 


Match lengtn 


O A 


-s laeriLiiy 


:?Z 


NCBI Description 


(U77678) asparagine synthetase 2 [Glycine max] 


Seq. No. 


zUzoll 


beq. lu 




Method 


BLASTX 


NCBI GI 


g2316016 


BLAST score 


147 


E value 


y . ue-io 


Match lengtn 


lz4 


t> luentiuy 


4 4 


NCBI Description 


(Uyzoou) MRP-liJce ABC transporter LAradiaopsis tnaiiana 


beq. no. 


ZUZo 1Z 


beq. id 


1i1doU4 o u 4 y— yi — Li uj 


Method 


BLASTX 


NCBI GI 


g3582021 


BLAST score 


183 


E value 


8 . Oe-14 


Match length 


98 


-s identity 


4 J 


NCBI Description 


(Y09423) cytochrome P450 [Nepeta racemosa] 


Seq. No. 


zUzolo 


beq. lu 


L1BoU4o-U4 y-yi-iii-u4 


Method 


BLASTX 


NCBI GI 


g3522938 


BLAbT score 


TOO 

loo 


E value 


3 . Oe-14 


Match length 


107 


-s identity 


36 


NCBI Description 


(AC004411) unknown protein [Arabidopsis thaliana] 


Seq. No. 


ZUZol4 


beq. lu 


iii do u 4 o _ U4 y— yi"*Jjl~UO 


Method 


"DT TV O rn V 


NCBI GI 


g4432860 


BLAST score 


418 


E value 


3 . Oe-41 


Match length 


115 


% identity 


13 


NCBI Description 


(AC006300) putative glucose-induced repressor protein 




[Arabidopsis thaliana] 


Seq. No. 


202815 


Seq. ID 


LIB3048-049-Q1-L1-D6 


Method 


BLASTN 


NCBI GI 


gl293094 


BLAST score 


39 



27602 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-13 

71 

89 

Arabidopsis thaliana glutamate dehydrogenase 1 (GDH1) mRNA, 
complete cds 

202816 

LIB3048-049-Q1-L1-D7 

BLASTX 

g3297827 

172 

1.0e-12 

51 
69 

(AL031032) putative protein (fragment) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202817 

LIB3048-049-Q1-L1-D8 

BLASTX 

g3176708 

253 

7.0e-22 

87 

56 

(AC002392) putative proline-rich protein APG [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202818 

LIB3048-04 9-Q1-L1-E12 

BLASTX 

g3152609 

383 

5.0e-37 

115 

60 

(AC004482) putative Su(var)3-9 protein [Arabidopsis 
thaliana] 



Seq. No. 


202819 


Seq. ID 


LIB3048- 


Method 


BLASTX 


NCBI GI 


gl67367 


BLAST score 


594 


E value 


7.0e-62 


Match length 


118 


% identity 


96 


NCBI Description 


(L08199) 


Seq. No. 


202820 


Seq. ID 


LIB3048- 


Method 


BLASTX 


NCBI GI 


g3687237 


BLAST score 


516 


E value 


8.0e-53 


Match length 


96 


% identity 


86 



27603 



NCBI Description 



(AC005169) putative Cys3His zinc-finger protein 
[Arabidopsis thaliana] 



Seq. No. 


202821 


O r-vz-r TVS 

oeq. Lu 




Method 


BLASTX 


NCBI GI 


g4433048 


BLAST score 


214 


E value 


6.0e-29 


Match length 


114 


% identity 


62 


NCBI Description 


(D26578) DNA-binding protein [Daucus carota] 


Seq. No. 


202822 






Method 


BLASTX 


NCBI GI 


g2980770 


BLAST score 


259 


E value 


8.0e-23 


Match length 


58 


% identity 


83 


NCBI Description 


(AL022198) putative protein kinase [Arabidopsis thaliana] 


Seq. No. 


202823 


oeq. id 


LIBoU4D-U4y-Ql-Ll-Fll 


Method 


BLASTX 


NCBI GI 


g2462826 


BLAST score 


288 


E value 


3.0e-26 


Match length 


95 


% identity 


57 


NCBI Description 


(AF000657) unknown protein [Arabidopsis thaliana] 


Seq. No. 


202824 


Seq. ID 


LIB3048-049-Q1-L1-F12 


Method 


BLASTX 


NCBI GI 


gll74592 


BLAST score 


637 


E value 


8.0e-67 


Match length 


121 


% identity 


98 


NCBI Description 


TUBULIN ALPHA- 1 CHAIN >gi_2119270__pir S60233 alpha-tubulin 




- garden pea >gi 525332 (U12589) alpha-tubulin [Pisum 




sativum] 


Seq. No. 


202825 


Seq. ID 


LIB304 8-04 9-Q1-L1-F2 


Method 


BLASTX 


NCBI GI 


g2739381 


BLAST score 


363 


E value 


9.0e-35 


Match length 


117 


% identity 


61 


NCBI Description 


(AC002505) putative patatin [Arabidopsis thaliana] 


Seq. No. 


202826 


Seq. ID 


LIB3048-049-Q1-L1-F5 



27604 



Method BLASTX 

NCBI GI g2245023 

BLAST score 274 

E value 2.0e-24 

Match length 118 

% identity 48 

NCBI Description (Z97341) RNA helicase [Arabidopsis thaliana] 

Seq. No. 202827 

Seq. ID LIB3048-049-Q1-L1-F6 

Method BLASTX 

NCBI GI g2642158 

BLAST score 274 

E value 1.0e-24 

Match length 83 

% identity 66 , , , 

NCBI Description (AC003000) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 202828 

Seq. ID LIB3048-049-Q1-L1-F9 

Method BLASTX 

NCBI GI g2499819 

BLAST score 306 

E value 5.0e-28 

Match length 87 



% identity iz 

NCBI Description ASPARTIC PROTEINASE ORYZASIN 1 PRECURSOR 

>gi 2130068 pir S66516 aspartic proteinase 1 precursor - 

rice >gi 1030715_dbj_BAA06876_ (D32165) aspartic protease 
[Oryza sativa] >gi_1711289_dbj_BAA06875__ (D32144) aspartic 
protease [Oryza sativa] 



Seq. No. 202829 

Seq. ID LIB3048-049-Q1-L1-G10 

Method BLASTX 

NCBI GI g4204259 

BLAST score 331 

E value 4.0e-31 

Match length 103 

% identity 65 

NCBI Description (AC005223) 18074 [Arabidopsis thaliana] 

Seq. No. 202830 

Seq. ID LIB3048-049-Q1-L1-G11 

Method BLASTX 

NCBI GI g2981439 

BLAST score 118 

E value 7.0e-10 

Match length 67 

% identity 66 t 
NCBI Description (AF051853) t-SNARE SED5 [Arabidopsis thaliana] 

Seq. No. 202831 

Seq. ID LIB3048-049-Q1-L1-G2 

Method BLASTX 

NCBI GI g2369714 

BLAST score 565 



27605 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-58 

118 
89 

(Z97178) elongation factor 2 



[Beta vulgaris] 



202832 

LIB3048-04 9-Q1-L1-G6 

BLASTX 

g3183247 

368 

3.0e-35 

120 

56 

PUTATIVE GTP-BINDING PROTEIN W08E3.3 
>gi_3880615_emb_CAB07131_ (Z92773) predicted using 
Genefinder; Similarity to Yeast hypothetical 44.2 KD 
protein, putative GTP-binding protein (SW:P38219); cDNA EST 
EMBL:D64516 comes from this gene; cDNA EST EMBL;D65777 
comes from this gene; cDNA EST EMB 



Seq. No. 


202833 


Seq. ID 


LIB3048-049-Q1-L1-G7 


Method 


BLASTX 


NCBI GI 


g!946359 


BLAST score 


251 


E value 


9.0e-22 


Match length 


86 


% identity 


57 


NCBI Description 


(U93215) unknown protein [Arab 


Seq. No. 


202834 


Seq. ID 


LIB3048-049-Q1-L1-G9 


Method 


BLASTX 


NCBI GI 


g3738319 


BLAST score 


278 


E value 


4.0e-25 


Match length 


66 


% identity 


79 


NCBI Description 


(AC005170) hypothetical protei 


Seq. No. 


202835 


Seq. ID 


LIB3048-049-Q1-L1-H2 


Method 


BLASTX 


NCBI GI 


g!532050 


BLAST score 


172 


E value 


6.0e-13 


Match length 


80 


% identity 


48 


NCBI Description 


(X82542) farnesyl diphosphate 




argentatum] 


Seq. No. 


202836 


Seq. ID 


LIB3048-04 9-Q1-L1-H3 


Method 


BLASTX 


NCBI GI 


g464734 


BLAST score 


518 


E value 


6.0e-53 



27606 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# - 

115 
8 8 

ADENOSYLHOMOCYSTEINASS ( S-ADENOSYL-L- HOMOCYSTEINE 

HYDROLASE) (ADOHCYASE) >gi_481237_pir S38379 

adenosylhomocysteinase (EC 3.3.1.1) - Madagascar periwinkle 
>gi_407412_emb_CAA81527_ (Z26881) S-adenosyl-L-homocysteine 
hydrolase [Catharanthus roseus] 

202837 . 

LIB3048-049-Q1-L1-H9 

BLASTX 

g3924597 

164 

1.0e-ll 

72 

43 

(AF069442) putative oxidoreductase [Arabidopsis thaliana] 



Seq. No. 


9fl9fl ^8 
ZUZO ,30 


beq. iu 


T-,TFn048-050-Ol-Ll-Al0 


Metnoa 


DLirib I IN 


NLB1 bl 


rrA 99H64 ^ 


riijAb i score 


-? 


E value 


1 Ho— 1 9 
j. . ue iz 


Match length 


155 


% identity 


88 


NCBI Description 


7\ T*-\Ki sJr\-r\a -i c f Vial i ana /TOTI /^TTl i r 1 HKTA ph T*OTTl D S OTTIQ S . PI 


MT/irn99 /^/^tttoI (=t-<a ciprrnprirp f Arab i docs is thaliana! 


beq. jno. 




beq. iu 


t fR^ndft-nso-m -t.i -ai i 


Method 


DT 7\ OTY 

oLtiiol A 








535 


E value 


6.0e-55 


Match length 


109 


% identity 


10 


NCBI Description 


(X98063) polyubiquitin [Pinus sylvestris] 


Seq. No. 


202840 


Seq. ID 


LIB3048-050-Q1-L1-A12 


Method 


BLASTX 


NCBI GI 


g3461820 , 


BLAST score 


226 


E value 


1.0e-18 


Match length 


61 


% identity 


62 


NCBI Description 


(AC004138) unknown protein [Arabidopsis thaliana] 


Seq. No. 


202841 


Seq. ID 


LIB3048-050-Q1-L1-A2 


Method 


BLASTX 


NCBI GI 


g3687230 


BLAST score 


473 


E value 


1.0e-47 


Match length 


132 


% identity 


71 



27607 



NCBI Description (AC005169) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202842 

LIB3048-050-Q1-L1-A4 

BLASTX 

g4309698 

467 

7.0e-47 

115 

83 

(AC006266) putative glucosyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202843 

LIB3048-050-Q1-L1-A5 
BLASTX 
gl346029 
490 

1.0e-49 

110 
82 

FARNESYL PYROPHOSPHATE SYNTHETASE 
(FARNESYL DIPHOSPHATE SYNTHETASE) . 

/ GERANYLTRANSTRANSFERASE >gi_2129850_pir S66471 farnesyl 

pyrophosphate synthase 2 - white lupine >gi_710350 (U20771) 
farnesyl pyrophosphate synthase [Lupinus albus] 



2 (FPP SYNTHETASE) (FPS) 
(DIMETHYLALLYLTRANSFERASE 



Seq. No. 


202844 


Seq. ID 


LIB3048-050-Q1-L1-A6 


Method 


BLASTX 


NCBI GI 


gl518540 


BLAST score 


554 


E value 


4.0e-57 


Match length 


124 


% identity 


85 


NCBI Description 


(U53418) UDP-glucose dehydrogenase [Glycine max 


Seq. No. 


202845 


Seq. ID 


LIB3048-050-Q1-L1-A7 


Method 


BLASTX 


NCBI GI 


gl364161 


BLAST score 


631 


E value 


4.0e-66 


Match length 


137 


% identity 


89 


NCBI Description 


thiolase precursor, peroxisomal - ripe mango 


Seq. No. 


202846 


Seq. ID 


LIB3048-050-Q1-L1-A8 


Method 


BLASTX 


NCBI GI 


g4235646 


BLAST score 


266 


E value 


3.0e-23 


Match length 


130 


% identity 


11 


NCBI Description 


(AF119041) SC0A [Lycopersicon esculentum] 



27608 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202847 

LIB3048-050-Q1-L1-B10 

BLASTX 

g3928097 

561 

6.0e-58 
126 
81 

(AC005770) 
thaliana] 



unknown protein, 5' partial [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202848 

LIB3048-050-Q1-L1-B11 

BLASTX 

g4432860 

363 

9.0e-35 

120 

16 

(AC006300) putative glucose-induced repressor protein 
[Arabidopsis thaliana] 



202849 

LIB3048-050-Q1-L1-B12 

BLASTX 

gl931642 

403 

2.0e-39 

124 

60 

(U95973) Ser/Thr protein kinase isolog 
thaliana] 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202850 

LIB3048-050-Q1-L1-B3 

BLASTX 

g4309698 

527 

6.0e-54 

117 

90 

(AC006266) putative glucosyltransf erase [Arabidopsis 
thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST sc6re 

E value 

Match length 

% identity 

NCBI Description 



202851 

LIB3048-050-Q1-L1-B4 

BLASTX 

g2507422 

318 

2.0e-29 

99 

83 

CYSTATHIONINE GAMMA- SYNTHASE PRECURSOR (CGS) 

(O-SUCCINYLHOMOSERINE (THIOL) -LYASE) >gi_3293261 (AF039206) 
cystathionine gamma-synthase precursor [Arabidopsis 
thaliana] 



27609 



Seq. No. 

Seq. ? ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202852 

LIB3048-050-Q1-L1-B5 

BLASTX 

g3367522 

402 

3.0e-39 

120 
66 

(AC004392) EST gb_T04691 comes from this gene. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



202853 

LIB3048-050-Q1-L1-B6 

BLASTX 

g3128180 

322 

5.0e-30 

91 

76 

(AC004521) citrate synthetase 



[Arabidopsis thaliana] 



202854 

LIB3048-050-Q1-L1-C1 

BLASTX 

g2129550 

383 

2.0e-37 

90 

79 

calcium-dependent protein kinase (EC 2.7.1.-) CDPK6 - 

Arabidopsis thaliana >gi_2129554_pir S71901 

calcium-dependent protein kinase 6 - Arabidopsis thaliana 
>gi_836940 (U20623) calcium-dependent protein kinase 
[Arabidopsis thaliana] >gi_836944 (U20625) 
calcium-dependent protein kinase [Arabidopsis thaliana] 
>gi_4 45403 4_emb_CAA2 3031. 1_ (AL035394) calci urn- dependent 
protein kinase (CDPK6) [Arabidopsis thaliana] 

202855 

LIB3048-050-Q1-L1-C12 

BLASTX 

g2129759 

405 

1.0e-39 

111 
74 

UDPglucose 4-epimerase (EC 5.1.3.2) - Arabidopsis thaliana 
>gi_1143392_emb_CAA90941_ (Z54214) uridine diphosphate 
glucose epimerase [Arabidopsis thaliana] 

202856 

LIB3048-050-Q1-L1-C2 

BLASTX 

gl841468 

558 

1.0e-57 
122 



27610 



% identity 86 

NCBI Description (Y10990) Tyrosyl-tRNA synthetase [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



202857 

LIB3048-050-Q1-L1-C3 

BLASTX 

g3377848 

411 

3.0e-40 

136 

58 

(AF076274) contains similarity to reverse transcriptases 
(Pfam: rvt.hmm, score: 12.22) [Arabidopsis thaliana] 

202858 

LIB3048-050-Q1-L1-C4 

BLASTX 

g2499553 

487 

3.0e-49 

128 
72 

CRYPTOCHROME 1 APOPROTEIN (BLUE LIGHT PHOTORECEPTOR) 

_>gi_629524_pir S39058 probable deoxyribodipyrimidine 

photo-lyase (EC 4.1.99.3) - Arabidopsis thaliana 
>gi_442529_bbs_139743 (S66907) flavin-type blue-light 
photoreceptor, HY4-DNA photolyase/tropomyosin A homolog 
[Arabidopsis thaliana, ecotype Columbia, Peptide, 681 aa] 
[Arabidopsis thaliana] 

202859 

LIB3048-050-Q1-L1-C5 

BLASTX 

g4056462 

200 

4.0e-16 

71 
56 

(AC005990) Strong similarity to gb_Y09876 aldehyde 
dehydrogenase (NAD+) from Nicotiana tabacum and a member of 
the aldehyde dehydrogenase family PF_00171. ESTs 
gb_F15117, gb_R83958 and gb_586262 come from this gene. 
[Arabidopsis thaliana] 

202860 

LIB3048-050-Q1-L1-C6 

BLASTX 

g4454052 

149 

1.0e-09 

102 
24 

(AL035394) hypothetical protein [Arabidopsis thaliana] 
202861 

LIB3048-050-Q1-L1-C8 
BLASTX 



27611 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4567095 
252 

7.0e-26 
114 
53 

(AF129516) 



fertilization-independent endosperm protein 



[Arabidopsis thaliana] 



D e C[ . IN U • 


202862 




T.TR304 8-050 -01-L1-C9 


TuT -4— 1-s ^\ 


XJ J_lxiiJ A. A. 


Vi \s D X ul 


g2290683 


bJjAoi score 


-DJ. 


E value 


3.0e-46 


Match length 


99 


% identity 


ft 4 


NUtsj. uescripuion 


/arnnm ha^ir cellulase ["Citrus sinensis] 


beq. wo . 


_.v-.o yj 


Seq. ID 


LlDJUfiO UjU ^1 J-iJ. L>X 


Metnoa 


dt 7\QTY 




a2^17906 

u__.^x / w u 


oLiAoi score 


*± U -J 


E value 




Match length 


104 


% identity 


85 


NLoi Description 


(nftQQ^Q^ ara— R f Arabidoosis thalianal 


Seq. No. 




beq. id 


T TR^flAft-OSn— 01 -T.I -m 0 


Metnoa 




NCBI GI 




Dii/ibi score 


1 fi4 


E value 


l • ue 1j 


LYldL-Oll _LtJIiyL.il 


94 


% identity 


41 


NCBI Description 


(AC004238) putative berberine bridge enzyme 




thaliana] 


Seq. No. 


202865 


Seq. ID 


LIB3048-050-Q1-L1-D11 


Method 


BLASTX 


NCBI GI 


g!729760 


BLAST score 


719 


E value 


2.0e-76 


Match length 


127 


% identity 


98 


NCBI Description 


(Z68152) chitinase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



202866 

LIB3048-050-Q1-L1-D2 

BLASTX 

g4138647 

402 

2.0e-39 

101 

77 



27612 



NCBI Description (AJ011939) peroxidase [Trifolium repens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202867 

LIB3048-050-Q1-L1-D3 

BLASTX 

g3549691 

202 

8.0e-24 

97 

61 

(AJ010501) thaumatin-like protein PR-5b [Cicer arietinum] 
202868 

LIB3048-050-Q1-L1-D4 

BLASTX 

g2388580 

233 

1.0e-19 

54 

70 

(AC000098) Similar to Sequence 10 from patent 5477002 
(gb_1253956) . [Arabidopsis thaliana] 

202869 

LIB3048-050-Q1-L1-D5 

BLASTX 

g3461814 

517 

1.0e-52 

135 
72 

(AC004138) hypothetical protein [Arabidopsis thaliana] 
202870 

LIB3048-050-Q1-L1-D8 

BLASTX 

g2827546 

328 

1.0e-30 

131 

47 

(AL021635) cytochrome P450 like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202871 

LIB3048-050-Q1-L1-D9 

BLASTX 

gl657374 

414 

9.0e-41 

89 

87 

(X96853) endo-beta-l,4-glucanase [Prunus persica] 
>gi_1657380_emb_CAA65600_ (X96856) endo-beta-1, 4-glucanase 
[Prunus persica] 



Seq. No. 



202872 



27613 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3048-050-Q1-L1-E2 

BLASTX 

g4539423 

286 

1.0e-25 

114 

46 

(AL049171) pyrophosphate-dependent phosphofructo-l-kinase 
[Arabidopsis thaliana] 





202873 


Qan ID 


LIB3048-050-Q1-L1-E4 




BLASTX 


NCBI GI 


g4455365 


BLAST score 


208 


TP ual hp 

Hi v Cl-L UC 


2 . Oe-16 




57 








(AL035524) putative protein 


oeq. jno . 




q prT jn 

oeq. iu 


T.TB^048-050-Ol-Ll-E5 




"RT.A9TX 




a3687223 


BLAST score 


253 


E value 


5.0e-22 


Match length 


92 


% identity 


63 


NCBI Description 


(AC005169)^ hypothetical prot< 


Seq. No. 


202875 


Seq. ID 


LIB3048-050-Q1-L1-E8 


Method 


BLASTX 


NCBI GI 


gl32944 


BLAST score 


565 


E value 


2.0e-58 


Match length 


120 


% identity 


87 


NCBI Description 


60S RIBOSOMAL PROTEIN L3 >gi 



_ 658_pir JQ0772 ribosomal 

protein L3 (ARP2) - Arabidopsis thaliana >gi_806279 
(M32655) ribosomal protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202876 

LIB3048-050-Q1-L1-F1 

BLASTX 

g2499946 

571 

4.0e-59 

121 

88 

URIDINE 5' -MONOPHOSPHATE SYNTHASE (UMP SYNTHASE) (OROTATE 
PHOSPHORIBOSYLTRANSFERASE AND OROTIDINE 5 1 -PHOSPHATE 
DECARBOXYLASE >gi_747980 (U22260) UMP synthase [Nicotiana 
tabacum] 



Seq. No. 
Seq. ID 



202877 

LIB3048-050-Q1-L1-F11 



27614 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4468979 

208 

1.0e-16 

57 
70 

(AL035605) 



putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



202878 

LIB3048-050-Q1-L1-F12 

BLASTX 

g3821793 

667 

2.0e-70 

127 

97 

(Y11526) casein kinase II alpha subunit [Zea mays] 
202879 

LIB3048-050-Q1-L1-F3 

BLASTX 

g2'8 65437 

266 

3.0e-23 

133 

42 

(AF03937 6) polyprotein [Arabidopsis arenosa] 
202880 

LIB3048-050-Q1-L1-F4 

BLASTX 

g2996096 

718 

3.0e-76 

136 

100 

(AF030517) translation elongation factor- 1 alpha; EF-1 
alpha [Oryza sativa] 

202881 

LIB3048-050-Q1-L1-F7 

BLASTX 

gll72903 

148 

2.0e-09 

58 

47 

GTP PYROPHOSPHOKINASE (ATP: GTP 3 f -PYROPHOSPHOTRANSFERASE) 

(PPGPP SYNTHETASE I) >gi_1073884_pir D64062 ATP — GTP 

3'-pyrophosphotransferase (relA) homolog - Haemophilus 
influenzae (strain Rd KTC20) >gi_1573303 (U32718) GTP 
pyrophosphokinase (relA) [Haemophilus influenzae Rd] 

202882 

LIB3048-050-Q1-L1-F8 

BLASTX 

g3075392 



27615 



BLAST score 


€» 

234 


E value 


4.0e-20 


Match length 


62 


% identity 


71 


NCBI Description 


(AC004484) putative 
thaliana] 




steroid dehydrogenase [Arabidopsis 



oeq • INU • 


202883 




LIB3048-050-Q1-L1-F9 


Mot* H 


BLASTX 




al617272 


J_) J_l.il, J 1 O W w -I- ^ 


530 


Hi V CI-—. LiC 


3.0e-54 


Match length 


121 


% identity 


80 


NCBI Description 


(Z72151) AMP-binding 


Seq. No* 


202884 


Seq. ID 


LIB3048-050-Q1-L1-G1 


Method 


BLASTN 


NCBI GI 


g2804257 


BLAST score 


51 


E value 


9.0e-20 


Match length 


135 


% identity 


84 


NCBI Description 


Arabidopsis thaliana 



dehydrogenase, 



DNA for phosphoglycerate 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202885 

LIB3048-050-Q1-L1-G11 

BLASTX 

g3668093 

550 

1.0e-56 

123 

82 

(AC004667) unknown protein [Arabidopsis thaliana] 
202886 

LIB3048-050-Q1-L1-G2 

BLASTX 

g464775 

458 

2.0e-56 

136 

75 

SUPEROXIDE D I SMUT AS E PRECURSOR (MN) >gi_542013_pir S394 92 

superoxide dismutase - Para rubber tree >gi_348137^ (L11707) 
superoxide dismutase (manganese) [Hevea brasiliensis] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



202887 

LIB3048-050-Q1-L1-G3 

BLASTX 

g862931 

416 

7.0e-41 
126 



27616 



% identity 69 

NCBI Description (U2717 9) acidic glucanase [Medicago sativa subsp. sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202888 

LIB3048-050-Q1-L1-G9 

BLASTX 

gl572819 

238 

5.0e-20 
98 
49 

(U70855) 
elegans] 



similar to the RAS gene family [Caenorhabditis 



Seq. No. 


202889 


Seq. ID 


LIB3048-050-Q1-L1-H1 


Method 


BLASTX 


NCBI GI 


g4239889 


BLAST score 


158 


E value 


1.0e-21 


Match length 


103 


% identity 


50 


NCBI Description 


(AB016802) MAP kinase , 


Seq. No. 


202890 


Seq. ID 


LIB3048-050-Q1-L1-H10 


Method 


BLASTX 


NCBI GI 


gl076511 


BLAST score 


504 


E value 


3.0e-51 


Match length 


124 


% identity 


80 


NCBI Description 


H+-transporting ATPase 



5 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Phaseolus vulgaris] 
202891 

LIB3048-050-Q1-L1-H12 

BLASTX 

g4512617 

204 

4.0e-16 

83 
51 

(AC004793) F28K20.16 [Arabidopsis thaliana] 
202892 

LIB3048-050-Q1-L1-H2 

BLASTX 

g3355626 

328 

1.0e-30 

126 
47 

(Y09204) histidinol-phosphate aminotransferase [Nicotiana 
tabacum] 



27617 



Seq. No. 


202893 


Seq. ID 


LIB3048-050-Q1-L1-H3 


Method 


BLASTX 


NCBI GI 


g2947060 


BLAST score 


212 


E value 


2.0e-17 


Match length 


73 


% identity 


63 


NCBI Description 


(AC002521) putative membrane protein [Arabidopsis thali 


Seq. No. 


202894 


Seq. ID 


LIB3048-050-Q1-L1-H6 


Method 


BLASTX 


NCBI GI 


gl729760 


BLAST score 


149 


E value 


4.0e-10 


Match length 


35 


% identity 


83 


NCBI Description 


(Z68152) chitinase [Gossypium hirsutum] 


Seq. No. 


202895 


Seq. ID 


LIB3048-050-Q1-L1-H9 


Method 


BLASTX 


NCBI GI 


g2811025 


BLAST score 


316 


E value 


9.0e-30 


Match lencrth 


72 


9; i dpntitv 


82 


NTPRT DpK^ rriot ion 


ASPARTIC PROTEINASE PRECURSOR >gi_1944181_db j_BAA19607_ 


(AB002695) aspartic endopeptidase [Cucurbita pepo] 


Seq. No. 


202896 


Seq. ID 


LIB3048-051-Q1-L1-A10 


Method 


BLASTX 


NCBI GI 


g4206122 


BLAST score 


172 


E value 


8.0e-13 


Match length 


44 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



66 

(AF097667) protein phosphatase 2C homolog [Mesembryanthemum 
crystallinum] 

202897 

LIB3048-051-Q1-L1-A11 

BLASTX 

g!619300 

187 

4.0e-14 

45 
78 

(X95269) LRR protein [Lycopersicon esculentum] 
202898 

LIB3048-051-Q1-L1-A2 

BLASTX 

g3643611 

472 



27618 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



2.0e-47 

124 

73 

(AC005395) 



putative casein kinase [Arabidopsis thaliana] 



202899 

LIB3048-051-Q1-L1-A4 

BLASTX 

g544250 

348 

4.0e-33 

87 

77 

ER LUMEN PROTEIN RETAINING RECEPTOR (HDEL RECEPTOR) 

>gi_541860_pir A49677 endoplasmic reticulum retention 

receptor Erd2 - Arabidopsis thaliana 

202900 

LIB3048-051-Q1-L1-B2 

BLASTX 

g4558547 

207 

2.0e-16 

95 

47 

(AC007138) hypothetical protein [Arabidopsis thaliana] 
202901 

LIB3048-051-Q1-L1-B4 

BLASTN 

gl9784 

53 

5.0e-21 

136 
89 

N.tabacum atpC mRNA for gamma subunit of ATP synthase 
202902 

LIB3048-051-Q1-L1-B9 

BLASTX 

g2498706 

150 

1.0e-09 

42 

67 

ORIGIN RECOGNITION COMPLEX PROTEIN, SUBUNIT 2 >gi_1113103 
(U40269) atOrc2p [Arabidopsis thaliana] >gi_3236239 
(AC004684) origin recognition complex protein [Arabidopsis 

thaliana] 

202903 

LIB3048-051-Q1-L1-C1 

BLASTX 

g2497538 

157 

9.0e-ll 

61 



27619 



% identity 56 

NCBI Description PYRUVATE KINASE, CYTOSOLIC ISOZYME >gi_466350 (L08632) 
pyruvate kinase [Glycine max] 



Seq. No. 


202904 


q prr TO 


LIB3048-051-Q1-L1-C3 




BLASTX 




g2244792 


RTiAST score 


417 


Hi Vul LLC 


5. 0e-41 


1710. L. Oil L.11 


121 


& identitv 


64 


KfPRT Dp^pri on 


(Z 97336) ankyrin homolog [Arabidopsis 


Seq. No. 


202905 


Seq. ID 


LIB3048-051-Q1-L1-C7 




BLASTX 


TJpnT (IT 


a2244792 


BLAST score 


641 


Hi ValUc 


3 Oe-67 


TijT-i 4- /-i l-i 1 or\n"hh 

LyiaLcn. i-ciiyuii 


1 37 
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81 




(Z97336) ankyrin homolog [Arabidopsis 


Seq. No. 


202906 
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66 


LNv_/DX Ucbulipi — LUil 


f 7.97^6} ankvrin homoloa TArabidoosis 


Seq. No. 


202907 


Seq. ID 


LIB3048-051-Q1-L1-D11 


LTlctXlUU 




WPRT ftT 




oixrio ± bOUIc 




J_l VOX Lid 


1. 0e-59 


i. v iaT.cn xciiyLii 


X X o 


t> iaenL>iL.y 


0 0 


LNLDl UCOLJ — L^J LIUil 


ENDOCHITINASE 1 PRECURSOR >gi 1469788 


phi tinsQP rf^n^^vrn iiTTi h i r*snt nrnl 

LUX LXllCtoC |_ " ^ J C LULL liXXiJUI-UiLLJ 


Seq. No. 


202908 


Seq. ID 


LIB3048-051-Q1-L1-D12 


Method 


BLASTX 


NCBI GI 


gl363325 


BLAST score 


282 


E value 


3.0e-25 


Match length 


108 


% identity 


58 


NCBI Description 


RNA helicase HEL117 - rat >gi_897915 




[Rattus norvegicus] 


Seq. No. 


202909 



27620 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3048-051-Q1-L1-D3 

BLASTX 

g464840 

302 

6.0e-28 

79 
72 

TUBULIN ALPHA- 1 CHAIN >gi_421781_pir S32666 tubulin 

alpha-1 chain - fern (Anemia phyllitidis) 

>gi_2964 94_emb_CAA48927_ (X69183) alpha tubulin [Anemia 

phyllitidis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202910 

LIB3048-051-Q1-L1-D7 

BLASTX 

g464849 

492 

5.0e-50 

96 

98 

TUBULIN ALPHA CHAIN >gi_486847_pir S36232 tubulin alpha 

chain - almond >gi_20413_emb_CAA47635_ (X67162) 
alpha-tubulin [Prunus dulcis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202911 

LIB3048-051-Q1-L1 

BLASTX 

g3462614 

460 

4.0e-46 
121 
77 

(AF080105) 
sativum] 



-D9 



knotted I class homeodomain protein [Pisum 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202912 

LIB3048-051-Q1-L1-E1 

BLASTX 

gl895084 

296 

2.0e-27 

68 

82 

(U89897) golgi associated protein se-wap41 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202913 

LIB3048-051-Q1-L1-E12 

BLASTX 

g2766452 

200 

9.0e-16 

60 
62 

(AF029858) cytochrome P450 CYP71E1 [Sorghum bicolor] 



Seq. No. 
Seq. ID 



202914 

LIB3048-051-Q1-L1-E3 



27621 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3687223 

150 

3.0e-10 

49 
67 

(AC005169) hypothetical protein [Arabidopsis thaliana] 
202915 

LIB3048-051-Q1-L1-E4 

BLASTX 

g4558547 

262 

7.0e-23 

108 

50 

(AC007138) hypothetical protein [Arabidopsis thaliana] 
202916 

LIB3048-051-Q1-L1-E7 

BLASTX 

g2811025 

295 

4.0e-27 

85 

65 

ASPARTIC PROTEINASE PRECURSOR >gi_1944181_dbj_BAAl9607__ 
(AB002695) aspartic endopeptidase [Cucurbita pepo] 

202917 

LIB3048-051-Q1-L1-E8 

BLASTX 

g3915737 

344 

1.0e-33 

83 

33 

IMPORTIN ALPHA SUBUNIT ( KARYOPHERIN ALPHA SUBUNIT) (KAP 
ALPHA) >gi_3228370 (AF017252) importin alpha [Lycopersicon 
esculentum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



202918 

LIB3048-051-Q1-L1-E9 

BLASTX 

g!709498 

420 

2.0e-41 

104 
75 

OSMOTIN-LIKE PROTEIN OSM34 PRECURSOR 

>gi_1362001_pir S57524 osmotin precursor - Arabidopsis 

thaliana >gi_887390_emb_CAA61411_ (X89008) osmotin 
[Arabidopsis thaliana] 

202919 

LIB3048-051-Q1-L1-F10 
BLASTX 



27622 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



g2243118 
248 

3.0e-21 

62 

73 

(Y10984) glutathione synthetase [Brassica juncea] 
202920 

LIB3048-051-Q1-L1-F11 

BLASTX 

g3687237 

491 

8.0e-50 

96 

83 

(AC005169) putative Cys3His zinc-finger protein 
[Arabidopsis thaliana] 

202921 

LIB3048-051-Q1-L1-F3 

BLASTX 

g4432844 

180 

3.0e-13 

66 
52 

(AC006283) unknown protein [Arabidopsis thaliana] 
202922 

LIB3048-051-Q1-L1-F5 

BLASTX 

g2258414 

265 

3.0e-23 

84 

63 

(AF007873) dolichol monophosphate mannose synthase 
[Schizosaccharomyces pombe] >gi__2388967__emb_CAB11700_ 
(Z98979) dolichol monophosphate mannose synthase 
[Schizosaccharomyces pombe] 

202923 

LIB3048-051-Q1-L1-G12 

BLASTX 

gl361983 

475 

8.0e-48 

129 

74 

ARP protein - Arabidopsis thaliana >gi_886434_emb_CAA89858_ 
(Z49776) ARP protein [Arabidopsis thaliana] 

202924 

LIB3048-051-Q1-L1-G3 

BLASTX 

g3603456 

410 



27623 



F! V3 1 HP 

J_J V d _L. 


2.0e-40 


Mptch 1 en nth 


88 


O 1UC11 L. jl 


26 


NCBI Description 


(AF088848) polyubiquitin [Capsicum chinense] 




202925 


Sea ID 


LIB3048-051-Q1-L1-G5 


L1C L 1 i<vJ LA 


BLASTX 


NCBI GI 


g3549691 


BLAST score 


402 


Hi V d -L LAC 


1.0e-39 


i ici l. L->i i icny Lll 


90 




78 


"MPRT Dpcirrinfion 


(AJ010501) thaumatin-like protein PR-5b [Cicer arietinum] 


O G *_J • IN VJ • 


202926 


Sea ID 


LIB3048-051-Q1-L1-G6 


Mp*t n oH 


BLASTX 


NCBI GI 


g2980641 


BLAST score 


252 


£j VQ1UC 


8 . Oe-22 




109 


15 lClcIlL.XL.y 






(Y11250) multi resistance protein [Arabidopsis thaliana] 


Q rr \T/->. 

oec] . ino • 




JCv^ > -L L> 


LIB3048-051-O1-L1-H1 


\A 4— l^k y^yH 

ixie uiioa 


LjXLn.O J. A. 


NCBI GI 


gl895084 


BLAST score 


321 


Hi V CI X 


2 Oe-30 


L v iClLL,il XdiLj Lll 


68 


15 XLAtSIl ux i_y 




IMLvOX UCoLlXpUlUll 


(U89897) golgi associated protein se~wap41 [Zea mays] 


OSLJ, INL? , 


202928 


Sea ID 


LIB3048-051-Q1-L1-H11 


L It: L ilvJLA 


RLASTX 


NCRT 

LNLDJ. \J X 


a4185136 

U ~ JL W ^ JL V 


BLAST score 


236 


E value 


4.0e-20 


liCL L. Oil XCllLj L-ll 


73 


0 ±UC11L J. L_y 


60 


MfUT T^c_ o o v* t TO"t~ "i on 
INk^-DX UcolI Xjp L.XUI1 


fArnns7?4} nut at*i trehalose- 6-Dhosohate synthase 




r Ar*ph"i Hnn<! i ^ thalianal 

L ■CTl.JL dkJ X LlW^ O J- O LiiClJ Lu.ua j 


OcLj • INU • 


90992Q 
w £~ y &~ _7 


UC^i X u 


LIB3048-051-O1-L1-H3 


LIC LI1Lv>La 


RLASTX 


NCBI GI 


g3212865 


BLAST score 


303 


E value 


6.0e-28 


Match length 


92 


% identity 


66 


NCBI Description 


(AC004005) unknown protein [Arabidopsis thaliana] 



Seq. No. 202930 



27624 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3048-051-Q1-L1-H4 

BLASTX 

g3193292 

215 

3.0e-34 

105 

79 

(AF069298) similar 
cellular activites 



to ATPases associated with various 
(Pfam: AAA.hmm, score: 230.91) 



[Arabidopsis thaliana] 
202931 

LIB3048-051-Q1-L1-H5 

BLASTX 

g2342724 

252 

2.0e-27 

130 

65 

(AC002341) unknown protein [Arabidopsis thaliana] 
202932 

LIB3048-051-Q1-L1-H7 

BLASTX 

gl361983 

423 

1.0e-41 

129 

69 

ARP protein - Arabidopsis thaliana >gi_886434__emb_CAA89858_ 
(Z4 977 6) ARP protein [Arabidopsis thaliana] 

202933 

LIB3048-051-Q1-L1-H9 

BLASTX 

g2281085 

292 

2.0e-26 

129 

51 

(AC002333) CTR1 protein kinase isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



202934 

LIB3048-052-Q1-L1-A10 

BLASTX 

g3461844 

292 

2.0e-26 

137 

42 

(AC005315) hypothetical protein [Arabidopsis thaliana] 
202935 

LIB3048-052-Q1-L1-A11 

BLASTX 

gl707857 



27625 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



627 

1.0e-65 

135 

88 

(Y09291) obtusifoliol 14-alpha-demethylase [Triticum 
aestivum] 



202936 

LIB3048-052-Q1-L1-A12 

BLASTX 

g2827711 

691 

4.0e-73 

145 

87 

(AL021684) oxoglutarate dehydrogenase 
[Arabidopsis thaliana] 



like protein 



Seq. No. 




Seq. ID 


t Tu^nAR-nR?— m -t,i — a? 


Method 


nLiAo 1 A 




y J. 54 u JO 1 ! 


BLAST score 


loo 


E value 


2.0e-12 


Match length 


63 


% identity 


/I A 


NCBI Description 


\Ui7oZ10J lipase ISOluy |_AiclJJXU.<jpo.L» L-Ai.a.-L-La..i.icij 


Seq. No. 


ZUZ ^ JtS 


Seq. ID 


LIB JU4o — UDZ-yi - lil— 


Method 


nr TV nrnv 


NCBI Oi 


gijju do u 


BLAST score 


TOO 


E value 




Match length 


83 


% identity 


75 


NCBI Description 


60S RIBOSOMAL PROTEIN LI 


Seq. No. 


202939 


Seq. ID 


LIB3048-052-Q1-L1-A6 


Method 


BLASTX 


NCBI GI 


g4455365 


BLAST score 


240 


E value 


2.0e-20 


Match length 


57 


% identity 


74 


NCBI Description 


(AL035524) putative protein [Arabidopsis thaliana] 


Seq. No. 


202940 


Seq. ID 


LIB3048-052-Q1-L1-A7 


Method 


BLASTX 


NCBI GI 


g3242705 


BLAST score 


253 


E value 


6.0e-27 


Match length 


76 


% identity 


66 


NCBI Description 


(AC003040) putative nicotinate phosphoribosyltrans 



27626 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202941 

LIB3048-052-Q1-L1-A8 

BLASTX 

g4220462 

202 

9.0e-16 

48 
75 

(AC006216) Strong similarity to gb_Z50851 HD-zip (athb-8) 
gene from Arabidopsis thaliana containing Homeobox PF_0004 6 
and bZIP PF 00170 domains. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202942 

LIB3048-052-Q1-L1-A9 

BLASTX 

g483057 

174 

1.0e-12 

68 
49 

hypothetical protein (xylB 5 T region) - Butyrivibrio 
fibrisolvens (fragment) >gi_144165 (M55537) 0RF1 
[Butyrivibrio fibrisolvens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202943 

LIB3048-052-Q1-L1-B1 

BLASTX 

g3242705 

318 

2.0e-29 

83 

69 

(AC003040) putative nicotinate phosphoribosyltransf erase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202944 

LIB3048-052-Q1-L1-B10 

BLASTX 

g3334147 

604 

6.0e-63 

125 

86 

ENDOCHITINASE 1 PRECURSOR >gi_14 69788 (U60197) class I 
chitinase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
, Match length 
% identity 
NCBI Description 



202945 

LIB3048-052-Q1-L1-B4 

BLASTX 

g2894612 

559 

1.0e-57 

125 

84 

(AL021889) putative protein [Arabidopsis thaliana] 



27627 



Seq. No. 


202946 


q Arr Tf) 


LIB3048-052-Q1-L1-B7 


Method 


BLASTX 


NCBI GI 


gl041706 


"RT.A9T qpnrp 

I j I rr\> j I *D V-/ -i- V-» 


315 


J_j V QX LLC 


2 . Oe-42 




103 


% i dpntitv 


83 


NP'RT nf=K>r*T"i ot" i on 

_>l ±J _L Sj C O ' X. J- k> 1— -1- V - A 


(U30480) expansin At-EXP6 [Arabidopsis thaliana] 


Qpn NO 


202947 




LIB304 8-052-O1-L1-B8 


Method 


BLASTX 


NCBI GI 


g3297816 


RT.AST qrnrp 

XJ X-uj.*_J X v — ' 


4 92 


IT. va 1 IIP 


8 . Oe-50 


Ma -(-rh 1 em rri~ In 


128 


& -} Hpni" it v 

O ——■ 11 L. -i- _- Jr 


77 


LN^DX x^GOOi — L_£^ _» -LV-'ii 


(AL031032) putative protein [Arabidopsis thaliana] 


Seq. No. 


202948 


o C %J . 1U 


LIB3048-052-Q1-L1-B9 


Method 


BLASTX 


NCBI GI 


g4455340 




199 


Hi v a. -L U.G 


1.0e-15 


TUT^i 4- 1 a i^i /~f +- V^i 
LYlaUCIl -Lcliy Lil 




3: "i Hon t" "i T"\7 
luciiuxLy 


61 




(AL035522) putative protein [Arabidopsis thaliana] 




202949 


Can jn 


LIB3048-052-O1-L1-C10 


Method 


BLASTX 


NCBI GI 


gl209756 


DJJTliJ 1 O X- v_> 


344 


T* 1 T7"^5 1 lip 
Hi V Cl X 


8 . 0e-33 


_ v _d.L.L,_l _LtiiiyL.il 




O XUCllUX Ujf 


78 


IN JL UCOUXXpLXUli 


(U43629) integral meitibrane protein [Beta vulgaris] 


Qe_rr No 


202950 


q prT xr\ 
octj. 11/ 


LIB3048-052-O1-L1-C11 

UXUJv - U u v/b \£ -U J—i J- v_<__>._. 


Mot" n oH 

IMC L.liVJ>-i. 


BLASTX 


NCBI GI 


g3421090 


BLAST score 


221 


Hi ValUc 


5 . Oe-18 


Ma 4~ i^Vi 1 onrrth 
Irld 1.011 -LCliy L.H 


48 


^ lUcIlLlLy 






(AF043525) 2 OS proteasome subunit PAE2 [Arabidopsis 




fhal n anal 


Seq. No. 


202951 


Seq. ID 


LIB3048-052-Q1-L1-C12 


Method 


BLASTX 


NCBI GI 


g627468 


BLAST score 


321 



27628 



E value 
Match length 
% identity 
NCBI Description 



9.0e-30 

124 

54 

hypothetical protein 1 - human >gi_285983_dbj_BAA02799_ 
(D13635) KIAA0010 [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202952 

LIB3048-052-Q1-L1-C2 

BLASTX 

g4567267 

263 

5.0e-23 

52 

87 

(AC006841) putative zinc finger protein [Arabidopsis 
thaliana] 

202953 

LIB3048-052-Q1-L1-C3 

BLASTX 

g2499946 

525 

1.0e-53 

121 

84 

URIDINE 5 1 -MONOPHOSPHATE SYNTHASE (UMP SYNTHASE) (OROTATE 
PHOS PHORIBOS YLTRANS FERASE AND OROTIDINE 5' -PHOSPHATE 
DECARBOXYLASE >gi_747980 (U22260) UMP synthase [Nicotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



202954 

LIB3048-052-Q1-L1-C4 

BLASTX 

g4098129 

649 

3.0e-68 

135 

90 

(U73588) sucrose synthase [Gossypium hirsutum] 
202955 

LIB3048-052-Q1-L1-C5 

BLASTX 

g4512685 

184 

8.0e-14 

66 

50 

(AC006931) hypothetical protein [Arabidopsis thaliana] 
>gi_4559325_gb_AAD22987.1_AC007087_6 (AC007087) 
hypothetical protein [Arabidopsis thaliana] 

202956 

LIB304 8-052-Q1-L1-C9 

BLASTX 

g2739279 

372 



27629 



E value 
Match length 
% identity 
NCBI Description 



1.0e-35 

126 

59 

(AJ223177) short chain alcohol dehydrogenase [Nicotiana 
tabacum] >gi_2791348_emb_CAA11154_ (AJ223178) short chain 
alcohol dehydrogenase [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202957 

LIB3048-052-Q1-L1-D1 

BLASTX 

g!706918 

238 

5.0e-20 

107 

46 

FLAVONOL SULFOTRANSFERASE-LIKE 
sulfotransferase-like flavonol 



>gi_498647 (U10277) 
[Flaveria bidentis] 



Seq. No. 


202958 


Seq. ID 


LIB3048-052-Q1-L1-D2 


Method 


BLASTX 


NCBI GI 


g3763933 


BLAST score 


330 


E value 


8.0e-31 


Match length 


103 


% identity 


77 


NCBI Description 


(AC004450) unknown protein 


Seq. No. 


202959 


Seq. ID 


LIB3048-052-Q1-L1-D3 


Method 


BLASTX 


NCBI GI 


g2244898 


BLAST score 


529 


E value 


2.0e-56 


Match length 


141 


% identity 


78 


NCBI Description 


(Z97338) strong similarity 



regulatory chain, 74K [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202960 

LIB3048-052-Q1-L1-D4 

BLASTX 

g2739046 

144 

5.0e-09 

42 

67 

(AF024652) polyphosphoinositide binding protein Ssh2p 
[Glycine max] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



202961 

LIB3048-052-Q1-L1-D5 

BLASTX 

g2244898 

153 

2.0e-10 
66 



27630 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50 

(Z97338) strong similarity to protein phosphatase 2A 
regulatory chain, 74K [Arabidopsis thaliana] 

202962 

LIB3048-052-Q1-L1-D9 

BLASTX 

g4567260 

572 

4.0e-59 

143 

75 

(AC006841) putative NADPH dependent mannose 6-phosphate 
reductase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202963 

LIB3048-052-Q1-L1-E5 

BLASTX 

gl709498 

506 

2.0e-51 

112 

81 

OSMOTIN-LIKE PROTEIN OSM34 PRECURSOR 

>gi_1362001_pir S57524 osmotin precursor 

thaliana >gi_887390_emb_CAA61411_ (X89008) 
[Arabidopsis thaliana] 



- Arabidopsis 
osmotin 



Seq. No. 


202964 


Seq. ID 


LIB3048-052- 


Method 


BLASTN 


NCBI GI 


g2829205 


BLAST score 


134 


E value 


3.0e-69 


Match length 


411 


% identity 


18 


NCBI Description 


Gossypium h 




precursor ( 


Seq. No. 


202965 


Seq. ID 


LIB3048-052 


Method 


BLASTX 


NCBI GI 


g3047114 


BLAST score 


191 


E value 


2.0e-14 


Match length 


94 


% identity 


44 


NCBI Description 


(AF058919) 


Seq. No. 


202966 


Seq. ID 


LIB3048-052 


Method 


BLASTX 


NCBI GI 


gl001135 


BLAST score 


191 


E value 


2.0e-14 


Match length 


51 


% identity 


75 



mRNA, complete cds 



-Q1-L1-F10 



No definition line found [Arabidopsis thaliana] 



27631 



NCBI Description (D64001) acetolactate synthase [Synechocystis sp.] 



Seq, No. 


202967 


Seq. ID 


LIB3048-052-Q1-L1-F2 


Method 


BLASTX 


NCBI GI 


g2739046 


BLAST score 


148 


E value 


2.0e-09 


Matph lencrth 


42 


% identity 


69 


NCBI Description 


(AF024 652) polyphosphoinositide binding protein 




[Glycine max] 


Sea No 


202968 


Seq. ID 


LIB3048-052-Q1-L1-F4 


Method 


BLASTX 


NCBI GI 


g2244760 


RTiAST score 


353 


E value 


7.0e-34 


Match length 


84 


& -j Hf^ni - it v 


71 


"MPRT Dpsprintion 


(Z97335) selenium-binding protein [Arabidopsis 


Seq. No. 


202969 




LIB3048-052-Q1-L1-F9 




BLASTX 


NCBI GI 


g2137603 


BLAST score 


197 


E value 


4.0e-15 


Match length 


87 


% identity 


25 


NCBI Description 


nuclear receptor co-repressor N-CoR - mouse >gi 




(U35312) nuclear receptor co-repressor [Mus mus 



1022718 



>gi_1583865_prf 2121436A thyroid hormone receptor 

co-repressor [Mus musculus] 



Seq. No. 


202970 


Seq. ID 


LIB3048-052-Q1-L1-G1 


Method 


BLASTX 


NCBI GI 


g4106061 


BLAST score 


168 


E value 


9.0e-12 


Match length 


61 


% identity 


54 


NCBI Description 


(AF053318) CCR4-associated 


Seq. No. 


202971 


Seq. ID 


LIB3048-052-Q1-L1-G10 


Method 


BLASTX 


NCBI GI 


gl777386 


BLAST score 


277 


E value 


1.0e-24 


Match length 


114 


% identity 


45 


NCBI Description 


(U39301) caffeic acid 0-me 


Seq. No. 


202972 



1 [Homo sapiens] 



[Pinus taeda] 



27632 



€1 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3048-052-Q1-L1-G11 

BLASTX 

g3047114 

438 

2.0e-43 

113 

73 

(AF058919) 



No definition line found [Arabidopsis thaliana] 



202973 

LIB3048-052-Q1-L1-G2 

BLASTX 

g4006827 

536 

6.0e-55 

134 

75 

(AC005970) subtilisin-like protease [Arabidopsis thaliana] 
202974 

LIB3048-052-Q1-L1-G4 

BLASTX 

gl32944 

333 

1.0e-31 

64 
92 

60S RIBOSOMAL PROTEIN L3 >gi_81658_pir JQ0772 ribosomal 

protein L3 (ARP2) - Arabidopsis thaliana >gi_806279 
(M32655) ribosomal protein [Arabidopsis thaliana] 



Seq. No. 


202975 


Seq. ID 


LIB3048-052-Q1-L1-H10 


Method 


BLASTX 


NCBI GI 


gl483230 


BLAST score 


448, 


E value 


1.0e-44 


Match length 


121 


% identity 


78 


NCBI Description 


(X99654) MADS 4 protein [Betula pendula] 


Seq. No. 


202976 


Seq. ID 


LIB3048-052-Q1-L1-H11 


Method 


BLASTX 


NCBI GI 


g!723832 


BLAST score 


149 


E value 


2.0e-09 


Match length 


58 


% identity 


50 


NCBI Description 


HYPOTHETICAL 15.9 KD PROTEIN IN OLE1-DUP1 



Seq. No. 
Seq. ID 
Method 



INTERGENIC REGION 

>gi_2132531_pir S64058 probable membrane protein YGL054c - 

yeast (Saccharomyces cerevisiae) >gi__1322550_emb_CAA96756_ 
(Z72576) ORF YGL054c [Saccharomyces cerevisiae] 

202977 

LIB3048-052-Q1-L1-H12 
BLASTX 



27633 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl363325 
294 

9.0e-27 

107 

58 

RNA helicase HEL117 
[Rattus norvegicus] 



- rat >gi_897915 (U25746) RNA helicase 



202978 

LIB3048-052-Q1-L1-H2 

BLASTX 

g267196 

339 

5.0e-32 

98 

62 

GRANULE-BOUND GLYCOGEN (STARCH) SYNTHASE PRECURSOR 

>gi_66574_pir YUPOY ADPglucose — starch glucosyltransf erase 

(EC 2.4.1.21) precursor - potato >gi_214 71_emb_CAA4 1359_ 
(X58453) glycogen (starch) synthase [Solanum tuberosum] 

202979 

LIB3048-052-Q1-L1-H6 

BLASTX 

g2507422 

254 

3.0e-22 

55 

93 

CYSTATHIONINE GAMMA- SYNTHASE PRECURSOR (CGS) 
(O-SUCCINYLHOMOSERINE (THIOL) -LYASE ) >gi_3293261 (AF039206) 
cystathionine gamma-synthase precursor [Arabidopsis 
thaliana] 



Seq. No. 


202980 


Seq. ID 


LIB3048-053-H10T3A 


Method 


BLASTX 


NCBI GI 


gl483230 


BLAST score 


622 


E value 


9.0e-65 


Match length 


189 


% identity 


69 


NCBI Description 


(X99654) MADS 4 protein [Betula pendula] 


Seq. No. 


202981 


Seq. ID 


LIB3048-053-Q1-L1-A1 


Method 


BLASTX 


NCBI GI 


g4235430 


BLAST score 


438 


E value 


2.0e-43 


Match length 


110 


% identity 


76 


NCBI Description 


(AF098458) latex-abundant protein [Hevea 


Seq. No. 


202982 


Seq. ID 


LIB3048-053-Q1-L1-A10 


Method 


BLASTX 



27634 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4455288 
348 

7.0e-33 

86 

78 

(AL035527) putative protein (fragment) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202983 

LIB3048-053-Q1-L1-A12 

BLASTX 

g2275204 

205 

4.0e-16 

122 
37 

(AC002337) DNA binding protein isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202984 

LIB3048-053-Q1-L1-A7 

BLASTX 

g3450842 

264 

5.0e-23 

141 

50 

(AF080436) mitogen activated protein kinase kinase [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202985 

LIB3048-053-Q1-L1-A9 

BLASTX 

g2062167 

286 

1.0e-25 

146 

43 

(AC001645) 
thaliana] 



Proline-rich protein APG isolog [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202986 

LIB3048-053-Q1-L1-B10 

BLASTX 

g3158376 

253 

6.0e-22 

99 

53 

(AF035385) unknown [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



202987 

LIB3048-053-Q1-L1-B12 

BLASTX 

g2252863 

229 

2.0e-19 



27635 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



85 
54 

(AF013294) similar to nucleolin protein [Arabidopsis 
thaliana] 

202988 

LIB3048-053-Q1-L1-B4 

BLASTX 

g2766452 

217 

1.0e-17 

67 

60 

(AF029858) cytochrome P450 CYP71E1 [Sorghum bicolor] 
202989 

LIB3048-053-Q1-L1-B6 

BLASTX 

g4262153 

165 

8.0e-12 

73 

52 

(AC005275) putative DNA-binding protein [Arabidopsis 
thaliana] 

202990 

LIB3048-053-Q1-L1-B7 

BLASTX 

g!706918 

295 

1.0e-26 

121 

45 

FLAVONOL SULFOTRANSFERASE-LIKE >gi_4 98647 (U10277) 
sulfotransferase-like flavonol [Flaveria bidentis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202991 

LIB3048-053-Q1-L1-B8 

BLASTX 

g2956783 

241 

2.0e-20 

115 

47 

(AL022103) mannose-6-phosphate isomerase 
[Schizosaccharomyces pombe] 

202992 

LIB3048-053-Q1-L1-C1 

BLASTX 

gl709449 

631 

4.0e-66 

135 

87 

PYRUVATE DEHYDROGENASE El COMPONENT, ALPHA SUBUNIT 



27636 



PRECURSOR (PDHE1-A) >gi_1263302 (U51918) pyruvate 
dehydrogenase El alpha subunit [Pisum sativum] 



Seq. No. 


202993 


Seq. ID 


LIB3048-053-Q1-L1-C2 


Method 


BLASTX 


NCBI GI 


g627468 


BLAST score 


261 


E value 


7.0e-23 


Match length 


98 


% identity 


55 


NCBI Description 


hypothetical protein 1 - human >gi_285983_dbj_ 




(D13635) KIAA0010 [Homo sapiens] 


Seq. No. 


202994 


Seq. ID 


LIB3048-053-Q1-L1-C3 


Method 


BLASTX 


NCBI GI 


g3738285 


BLAST score 


471 


E value 


3.0e-47 


Match length 


121 


% identity 


74 


NCBI Description 


(AC005309) unknown protein [Arabidopsis thali 


Seq, No. 


202995 


Seq. ID 


LIB3048-053-Q1-L1-C4 


Method 


BLASTX 


NCBI GI 


gl666096 


BLAST score 


183 


E value 


9.0e-14 


Match length 


81 


% identity 


49 


NCBI Description 


(Y09113) dioxygenase [Marah macrocarpus] 


Seq. No. 


202996 


Seq. ID 


LIB3048-053-Q1-L1-C5 


Method 


BLASTN 


NCBI GI 


gl865678 


BLAST score 


40 


E value 


4.0e-13 


Match length 


72 


% identity 


89 


NCBI Description 


A.thaliana ATB2 gene 


Seq. No. 


202997 


Seq. ID 


LIB3048-053-Q1-L1-C6 


Method 


BLASTX 


NCBI GI 


g2642158 


BLAST score 


530 


E value 


2.0e-54 


Match length 


113 


% identity 


81 


NCBI Description 


(AC003000) hypothetical protein [Arabidopsis 


Seq. No. 


202998 


Seq. ID 


LIB3048-053-Q1-L1-C7 


Method 


BLASTX 



27637 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3288823 
413 

2.0e-44 

140 

61 

(AF063852) FUSS [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202999 

LIB3048-053-Q1-L1-C8 

BLASTX 

gl706918 

262 

7.0e-23 

95 

49 

FLAVONOL SULFOTRANSFERASE-LIKE >gi_498647 (U10277) 
sulfotransf erase-like flavonol [Flaveria bidentis] 



oeq. iNo. 


ZUjUUU 




T,TR' : i048-0S3-Ol-Ll-C9 




RT.A^TY 

JDJ_Lrt.O J. A 


JNL-.D1 bl 


go do /zju 










Match length 


117 


% identity 


81 


NLtsi uescripi-ion 




beq. jno, 




oeq. iu 


IilDJUlO U JJ V- 1 - -1- Ull 


jxiennoa 


CuriO 1 IN 




rr^91 9 1 fi9 


dIjAo i score 




R vp 1 np 


7.0e-21 


Match length 


129 


% identity 


85 


NCBI Description 


Arabidopsis Thaliana BAC F6A4 , Chromosome IV, 




complete sequence [Arabidopsis thaliana] 


Seq. No. 


203002 


Seq. ID 


LIB3048-053-Q1-L1-D2 


Method 


BLASTX 


NCBI GI 


g3402693 


BLAST score 


151 


E value 


5.0e-10 


Match length 


86 


% identity 


44 


NCBI Description 


(AC004697) unknown protein [Arabidopsis thali 


Seq. No. 


203003 


Seq. ID 


LIB3048-053-Q1-L1-D8 


Method 


BLASTX 


NCBI GI 


g2129495 


BLAST score 


188 


E value 


3.0e-14 


Match length 


62 


% identity 


63 



near 60.5 cM, 



27638 




NCBI Description fiber protein E6 (clone SIE6-2A) - sea-island cotton 

>gi_1000088 (U30507) E€ [Gossypium barbadense] >gi_1000090 
(U30508) E6 [Gossypium barbadense] 



Seq. No. 


203004 


Seq. ID 


LIB3048-053-Q1-L1-D9 


Method 


BLASTX 


NCBI GI 


g4512617 


BLAST score 


205 


E value 


4.0e-16 


Match length 


95 


% identity 


48 


NCBI Description 


(AC004793) F28K20.16 [Arabidopsis thaliana] 


Seq. No. 


203005 


Seq. ID 


LIB3048-053-Q1-L1-E10 


Method 


BLASTX 


NCBI GI 


g3377848 


BLAST score 


321 


E value 


8.0e-30 


Match length 


109 


% identity 


57 


NCBI Description 


(AF076274) contains similarity to reverse transcriptases 




(Pfam: rvt.hmm, score: 12.22) [Arabidopsis thaliana] 


Seq. No. 


203006 


Seq. ID 


LIB3048-053-Q1-L1-E11 


Method 


BLASTX 


NCBI GI 


g4490332 


BLAST score 


242 


E value 


2 ♦ 0e-20 


Match length 


89 


% identity 


56 


NCBI Description 


(AL035656) putative protein [Arabidopsis thaliana] 


Seq. No. 


203007 


Seq. ID 


LIB3048-053-Q1-L1-E12 


Method 


BLASTX 


NCBI GI 


g3047114 


BLAST score 


420 


E value 


3.0e-41 


Match length 


106 


% identity 


75 


NCBI Description 


(AF058919) No definition line found [Arabidopsis thaliana] 


Seq. No. 


203008 


Seq. ID 


LIB3048-053-Q1-L1-E2 


Method 


BLASTX 


NCBI GI 


g4567095 


BLAST score 


333 


E value 


2.0e-31 


Match length 


90 


% identity 


67 


NCBI Description 


(AF129516) fertilization-independent endosperm protein 




[Arabidopsis thaliana] 


Seq. No. 


203009 



27639 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3048-053-Q1-L1-E3 

BLASTX 

g3766368 

149 

8.0e-10 

73 
49 

(AL031907) putative trascription factor, ccr4-associated 
factor homolog [Schizosaccharomyces pombe] 

203010 

LIB3048-053-Q1-L1-E6 

BLASTN 

g2656025 

45 

4.0e-16 

69 
91 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MCD7 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



203011 

LIB3048-053-Q1-L1-E8 

BLASTX 

gl076685 

244 

5.0e-23 

70 

60 

SPF1 protein - sweet potato >gi_484261_dbj_BAA06278_ 
(D30038) SPF1 protein [Ipomoea batatas] 

203012 

LIB3048-053-Q1-L1-F12 

BLASTX 

gl777386 

437 

3.0e-43 

141 

56 

(U39301) caffeic acid O-methyltransferase [Pinus taeda] 
203013 

LIB3048-053-Q1-L1-F2 

BLASTX 

g2911044 

479 

3.0e-48 

124 

74 

(AL021961) putative protein [Arabidopsis thaliana] 
203014 

LIB3048-053-Q1-L1-F3 

BLASTX 

g3335375 

358 



27640 



E value 


1.0e-34 


Match length 


76 


% identity 


89 


NCBI Description 


(AC003028) putative amidase 


Seq. No. 


203015 


Seq. ID 


LIB3048-053-Q1-L1-F4 


Method 


BLASTX 


NCBI GI 


g4455225 


BLAST score 


630 


E value 


6.0e-66 


Match length 


143 


% identity 


75 


NCBI Description 


(AL035440) putative protein 


Seq. No. 


203016 


Seq. ID 


LIB3048-053-Q1-L1-F6 


Method 


BLASTX 


NCBI GI 


g4106061 


BLAST score 


216 


E value 


2.0e-17 


Match length 


63 


% identity 


63 


NCBI Description 


(AF053318) CCR4-associated : 


Seq. No. 


203017 


Seq. ID 


LIB3048-053-Q1-L1-F7 


Method 


BLASTX 


NCBI GI 


g!33940 


BLAST score 


323 


E value 


3.0e-30 


Match length 


75 


% identity 


89 


NCBI Description 


4 OS RIBOSOMAL PROTEIN S3A (J 



1 [Homo sapiens] 



ribosomal protein S3a - African clawed frog 
>gi_65091_emb_CAA40592_ (X57322) ribosomal protein Sla 
[Xenopus laevis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203018 

LIB3048-053-Q1-L1-F9 

BLASTX 

g2864610 

189 

3.0e-14 

68 
53 

(AL021811) putative protein [Arabidopsis thaliana] 
>gi_404 9336_emb_CAA22561_ (AL034567) putative protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



203019 

LIB3048-053-Q1-L1-G10 

BLASTX 

g3549691 

391 

3.0e-38 
83 



27641 



% identity 


81 


NCBI Description 


(AJ010501) thaumatin-like protein PR-5b [Cicer ariet. 


Seq. No. 


203020 


Seq. ID 


LIB3048-053-Q1-L1-G12 


Method 


BLASTX 


NCBI GI 


g2463509 


BLAST score 


220 


E value 


3.0e-18 


Match length 


51 


% identity 


75 


NCBI Description 


(Y09541) pectate lyase [Zinnia elegans] 


Seq. No. 


203021 


Seq. ID 


LIB3048-053-Q1-L1-G3 


Method 


BLASTX 


NCBI GI 


g3492803 


BLAST score 


260 


E value 


1.0e-22 


Match length 


110 


% identity 


51 


NCBI Description 


(AJ002479) ENBP1 [Medicago truncatula] 


Seq. No. 


203022 


Seq. ID 


LIB3048-053-Q1-L1-G4 


Method 


BLASTX 


NCBI GI 


g2213619 


BLAST score 


261 


E value 


9.0e-23 


Match length 


125 


% identity 


47 


NCBI Description 


(AC000103) F21J9.14 [Arabidopsis thaliana] 


Seq. No. 


203023 


Seq. ID 


LIB3048-053-Q1-L1-G7 


Method 


BLASTX 


NCBI GI 


g4185136 ^ 


BLAST score 


324 


E value 


2.0e-30 


Match length 


84 


% identity 


68 


NCBI Description 


(AC005724) putative trehalose-6-phosphate synthase 




[Arabidopsis thaliana] 


Seq. No. 


203024 


Seq. ID 


LIB3048-053-Q1-L1-G8 


Method 


BLASTX 


NCBI GI 


gl263291 


BLAST score 


519 


E value 


5.0e-53 


Match length 


98 


Sr "} Hpnl" "i fv 


100 


NCBI Description 


(U49452) alcohol dehydrogenase 2b [Gossypium hirsutu 


Seq. No. 


203025 


Seq. ID 


LIB3048-053-Q1-L1-H1 


Method 


BLASTX 



27642 



NCBI GI 


g2244971 




BLAST score 


334 




E value 


3.0e-34 




Match length 


90 




% identity 


71 




NCBI Description 


(Z97340) hypothetical protein [Arabidopsis 


thaliana] 


Seq. No. 


203026 




Seq. ID 


LIB3048-053-Q1-L1-H10 




Method 


BLASTX 




NCBI GI 


gl483230 




BLAST score 


457 




E value 


1.0e-45 




Match length 


125 




% identity 


77 




NCBI Description 


(X99654) MADS 4 protein [Betula pendula] 




Seq. No. 


203027 




Seq. ID 


LIB3048-053-Q1-L1-H11 




Method 


BLASTX 




NCBI GI 


gl352439 




BLAST score 


151 




E value 


6.0e-10 




Match length 


102 




% identity 


42 




NCBI Description 


EUKARYOTIC TRANSLATION INITIATION FACTOR 5 


(EIF-5) 


>ai 1008881 (L47221} eukarvotic initiation 


factor 5 




[Phaseolus vulgaris] 






203028 




Seq. ID 


LIB3048-053-Q1-L1-H3 




Method 


BLASTX 




NCBI GI 


g2462745 




BLAST score 


223 




E value 


2.0e-18 




Match length 


105 




% idpntitv 


38 




NCBI Description 


(AC002292) Hypothetical protein [Arabidopsis thaliana] 


Sea No 


203029 




Seq. ID 


LIB3048-053-Q1-L1-H7 




Method 


BLASTX 




NCBI GI 


g2827718 




BLAST score 


182 




E value 


1.0e-13 




Match length 


106 




%: i Hpnt - i t v 

Q -I— \Xv ii L -L» <— ■ V 


48 




NPRT Dp Tint ion 


(AL021684) retrotransposon - like protein 


[Arabidopsis 




thaliana] 




Seer Nn 


203030 




Seq. ID 


LIB3048-053-Q1-L1-H8 




Method 


BLASTX 




NCBI GI 


g3892712 




BLAST score 


628 




E value 


1.0e-65 




Match length 


145 





27643 



% identity 

NCBI Description 



83 

(AL033545) adenine phosphoribosyltransf erase (EC 2.4, 
like protein [Arabidopsis thaliana] 



2.7) 



Seq. No. 


203031 


Seq. ID 


LIB3048-054-Q1-L1-A10 


Method 


BLASTX 


NCBI GI 


gl67367 


BLAST score 


646 


E value 


7.0e-68 


Match length 


133 


% identity 


86 


NCBI Description 


(L08199) peroxidase [Gossypium 


Seq. No. 


203032 


Seq. ID 


LIB3048-054-Q1-L1-A11 


Method 


BLASTX 


NCBI GI 


g2252830 


BLAST score 


233 


E value 


2.0e-19 


Match length 


77 


% identity 


62 


NCBI Description 


(AF013293) weak similarity to : 




[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



203033 

LIB3048-054-Q1-L1-A3 

BLASTX 

gl086252 

232 

2.0e-19 

89 

56 

sucrose cleavage protein - Potato >gi_7 07 00 l_bbs — 157 931 
(S74161) sucrolytic enzyme/f erredoxin homolog [Solanum 
tuberosum^potatoes, cv. Cara, leaf, Peptide, 322 aa] 
[Solanum tuberosum] 

203034 

LIB3048-054-Q1-L1-A6 

BLASTX 

gl!99772 

372 

1.0e-35 

124 

65 

(D83226) extensin like protein [Populus nigra] 
>gi_1199774_dbj__BAA11855_ (D83227) extensin like protein 
[Populus nigra] 

203035 

LIB3048-054-Q1-L1-A7 

BLASTX 

g2980770 

336 

1.0e-31 
125 



27644 



% identity 


58 


NCBI Description 


(AL022198) putative protein 


Seq. No. 


203036 


Seq. ID 


LIB3048-054-Q1-L1-A8 


Method 


BLASTX 


NCBI GI 


g2864624 


BijAbi score 




E value 


1.0e-27 


Match length 


127 


% identity 


25 


NCBI Description 


(AL021811) putative protein 


Seq. No. 


203037 


Seq. ID 


LIB3048-054-Q1-L1-B12 


Method 


BLASTX 


NCBI GI 


gl352681 


BLAST score 


407 


E value 


7.0e-40 


Match length 


128 


% identity 


65 


NCBI Description 


PROTEIN PHOSPHATASE 2C (PP2C 



phosphoprotein phosphatase (EC 3.1.3.16) 2C - Arabidopsis 
thaliana >gi_633028_dbj__BAA07287_ (D38109) protein - 
phosphatase 2C [Arabidopsis thaliana] 



Seq. No. 


203038 


Seq. ID 


LIB3048-054-Q1-L1-B2 


Method 


BLASTX 


NCBI GI 


gl841464 


BLAST score 


285 


E value 


2.0e-25 


Match length 


55 


% identity 


48 


NCBI Description 


(Y11002) LIM-domain SF3 prot 


Seq. No. 


203039 


Seq. ID 


LIB3048-054-Q1-L1-B3 


Method 


BLASTX 


NCBI GI 


g4262174 


BLAST score 


498 


E value 


1.0e-50 


Match length 


122 


% identity 


70 


NCBI Description 


(AC005508) 9058 [Arabidopsis 


Seq. No. 


203040 


Seq. ID 


LIB3048-054-Q1-L1-B4 


Method 


BLASTX 


NCBI GI 


g3334659 


BLAST score 


272 


E value 


5.0e-24 


Match length 


138 


% identity 


43 


NCBI Description 


(Y1048 9) putative cytochrome 


Seq. No. 


203041 



27645 



o 



Seq. ID 


LIB3048-054-Q1-L1-B6 


Method 


BLASTX 


NCBI GI 


gl698548 


BLAST score 


608 


E value 


2.0e-63 


Match length 


136 


% identity 


83 


NCBI Description 


(U58971) calmodulin- 


Seq. No. 


203042 


Seq. ID 


LIB3048-054-Q1-L1-B7 


Method 


BLASTX 


NCBI GI 


g3811359 


BLAST score 


187 


E value 


5.0e-14 


Match length 


100 


% identity 


37 


NCBI Description 


{ AF0 99920) contains 



calmodulin-binding protein [Nicotiana tabacum] 



El-E2_ATPase . hmia, score : 
[Caenorhabditis elegans] 



19.98 and 11.87) partial CDS 



Qarr Kin 




Seq. ID 


LIB3048-054-O1-L1-B8 


Method 


BLASTX 


NCBI GI 


gl619300 


BLAST score 


220 


E value 


7.0e-18 


Match length 


56 


% identity 


73 


NCBI Description 


(X95269) LRR protein 


Seq. No. 


203044 


Seq. ID 


LIB3048-054-Q1-L1-B9 


Method 


BLASTX 


NCBI GI 


g3738257 


BLAST score 


501 


E value 


7.0e-51 


Match length 


107 


% identity 


92 


NCBI Description 


(AB018410) cytosolic 




nigra] 


Seq. No. 


203045 


Seq. ID 


LIB3048-054-Q1-L1-C1 


Method 


BLASTX 


NCBI GI 


g!36057 


BLAST score 


456 


E value 


1.0e-45 


Match length 


117 


% identity 


74 



1 [Populus 



NCBI Description 



TRIOSEPHOSPHATE I SOME RASE, CYTOSOLIC (TIM) 

>gi_99499_pir A32187 (S) -tetrahydroberberine oxidase 

Coptis japonica >gi_556171 (J04121) triosephosphate 
isomerase [Coptis japonica] 



Seq. No. 
Seq. ID 



203046 

LIB3048-054-Q1-L1-C10 



27646 



II 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl854581 

171 

2.0e-13 

70 

61 

(L24120) peroxidase precursor [Linum usitatissimum] 
203047 

LIB3048-054-Q1-L1-C12 

BLASTX 

g4539399 

322 

7.0e-30 

75 
85 

(AL035526) ras-like GTP-binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203048 

LIB3048-054-Q1-L1-C2 

BLASTX 

gll69782 

515 

2.0e-52 

128 

74 

FUSCA PROTEIN FUS6 >gi_432446 (L26498) FUS6 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203049 

LIB3048-054-Q1-L1-C5 

BLASTX 

g3135274 

232 

2.0e-19 

120 

44 

(AC003058) putative beta-1, 3-endoglucanase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



203050 

LIB3048-054-Q1-L1-C6 

BLASTX 

g4100433 

172 

3.0e-12 

89 

40 

(AF000378) beta-glucosidase [Glycine max] 
203051 

LIB3048-054-Q1-L1-C8 

BLASTX 

g4336426 

431 

1.0e-42 



27647 



Match length 

% identity 

NCBI Description 



(AF090835) Ca2+ -dependent protein kinase [Mesembryanthemum 
crystallinum] 



Seq. No. 


203052 


Seq. ID 


LIB3048-054-Q1-L1-D1 


Method 


BLASTX 


NCBI GI 


g3419681 


BLAST score 


335 


E value 


2.0e-31 


Match length 


124 


% identity 


49 


NCBI Description 


(U37371) chaperonin [Candida albicans] 


Seq. No. 


203053 


Seq. ID 


LIB3048-054-Q1-L1-D2 


Method 


BLASTX 


NCBI GI 


gl346387 


BLAST score 


633 


E value 


3.0e-66 


Match length 


138 


% identity 


88 


NCBI Description 


KNOTTED-LIKE HOMEOBOX PROTEIN 3 >gi 1045042 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



(X92392) KNAT3 homeobox protein [Arabidopsis thaliana] 
>gi_4063731 (AC006259) KNAT3 homeodomain protein 
[Arabidopsis thaliana] 

203054 

LIB3048-054-Q1-L1-D4 

BLASTX 

gll9748 

416 

7.0e-41 

94 

88 

FRUCTOSE-1, 6-BISPHOSPHATASE, CYTOSOLIC 

(D- FRUCTOSE-1, 6 -BIS PHOSPHATE 1-PHOSPHOHYDROLASE) (FBPASE) 

>gi_67241__pir PASPY f ructose-bisphosphatase {EC 3.1.3.11), 

cytosolic - spinach >gi_21245_emb_CAA43860_ (X61690) 
f ructose-bisphosphatase [Spinacia oleracea] 

203055 

LIB3048-054-Q1-L1-D5 

BLASTX 

g2102691 

266 

2.0e-23 

99 

57 

(U64817) fructokinase [Lycopersicon esculentum] 
203056 

LIB3048-054-Q1-L1-D6 

BLASTX 

g2275204 

182 



27648 



E value 


2 . Oe-13 


Match length 


117 


% identity 


36 


NCBI Description 


(AC002337) DNA binding protein isolog [Arabidopsis 




thaliana] 


Seq. No. 


203057 


Seq. ID 


LIB3048-054-Q1-L1-D7 


Method 


BLASTX 


NCBI GI 


g872116 


BLAST score 


III 


E value 


6.0e-25 


Match length 


87 


% identity 


38 


NCBI Description 


(X79770) sti (stress inducible protein) [Glycine max 


Seq. No. 


203058 


Seq. ID 


LIB3048-054-Q1-L1-D8 


Method 


BLASTX 


NCBI GI 


g4138647 


BLAST score 


ooy 


E value 


1.0e-57 


Match length 


136 


% identity 


77 


NCBI Description 


(AJ011939) peroxidase [Trifolium repens] 


Seq. No. 


203059 


Seq. ID 


LIB3048-054-Q1-L1-D9 


Method 


BLASTX 


NCBI GI 


g571519 


BLAST score 


221 


E value 


4.0e-18 


Match length 


97 


% identity 


10 


NCBI Description 


(U16852) polyubiquitin [Gracilaria verrucosa] 




>gi 1095488_prf 2109223A poly-ubiquitin [Gracilaria 




verrucosa] 


Seq. No. 


203060 


Seq. ID 


LIB3048-054-Q1-L1-E1 


Method 


BLASTX 


NCBI GI 


g2062167 


BLAST score 


202 


E value 


5. 0e-32 


Match length 


106 


% identity 


67 


NCBI Description 


(AC001645) Proline-rich protein APG isolog [Arabidop 




thaliana] 


Seq. No. 


203061 


Seq. ID 


LIB3048-054-Q1-L1-E10 


Method 


BLASTX 


NCBI GI 


g623586 


BLAST score 


256 


E value 


2.0e-22 


Match length 


57 


% identity 


89 



27649 



NCBI Description (L29273) putative [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203062 

LIB3048-054-Q1-L1-E11 

BLASTX 

gl708401 

580 

4.0e-60 

128 

89 

ISOCITRATE DEHYDROGENASE (NADP) (OXALOSUCCINATE 
DECARBOXYLASE) (IDH) (NADP+-SPECIFIC ICDH) (IDP) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203063 

LIB3048-054-Q1-L1-E12 

BLASTX 

g!708401 

192 

8.0e-15 

102 
46 

ISOCITRATE DEHYDROGENASE (NADP) (OXALOSUCCINATE 
DECARBOXYLASE) (IDH) ( NAD P+- SPECIFIC ICDH) (IDP) 



Seq. No. 


203064 


Seq. ID 


LIB3048-054-Q1-L1-E2 


Method 


BLASTX 


NCBI GI 


g!777386 


BLAST score 


362 


E value 


2.0e-34 


Match length 


138 


% identity 


48 


NCBI Description 


(U39301) caffeic acid 


Seq. No. 


203065 


Seq. ID 


LIB3048-054-Q1-L1-E4 


Method 


BLASTX 


NCBI GI 


g2506139 


BLAST score 


289 


E value 


6.0e-26 


Match length 


74 


% identity 


78 


NCBI Description 


COATOMER DELTA SUBUNIT 




(ARCHAIN) >gi_1314049_ 




archain/delta-COP [Ory 


Seq. No. 


203066 


Seq. ID 


LIB3048-054-Q1-L1-E5 


Method 


BLASTX 


NCBI GI 


g2129597 


BLAST score 


554 


E value 


4.0e-57 


Match length 


109 


% identity 


95 



(DELTA-COAT 



PROTEIN ) ( DELTA-COP ) 
(Z67962) 



NCBI Description 



glutamate dehydrogenase 1 - Arabidopsis thaliana 
>gi_1098960 (U37771) glutamate dehydrogenase 1 [Arabidopsis 
thaliana] >gi_1293095 (U53527) glutamate dehydrogenase 1 



27650 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match ,length 

% identity 

NCBI Description 

Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Arabidopsis thaliana] 
203067 

LIB3048-054-Q1-L1-E6 

BLASTX 

g3785978 

185 

8.0e-14 

40 

75 

(AC005560) unknown protein [Arabidopsis thaliana] 
203068 

LIB3048-054-Q1-L1-E7 

BLASTX 

g417103 

140 

3.0e-19 

60 

80 

HI STONE H3.2, MINOR >gi_282871_pir S24346 histone 

H3.3-like protein - Arabidopsis thaliana 

>gi_16324_emb_CAA42957_ (X60429) histone H3.3 like protein 
[Arabidopsis thaliana] >gi_404825_emb_CAA42958_ (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi_488563 
(U09458) histone H3.2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (U09461) histone 
H3.2 [Medicago sativa] >gi_488575 (U094 64) histone H3.2 
[Medicago sativa] >gi_488577 (U094 65) histone H3.2 
[Medicago sativa] >gi_510911_emb_CAA56153__ (X79714) histone 
H3 [Lolium temulentum] >gi_1435157_emb_CAA584 45__ (X83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi_2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi_3273350_dbj_BAA31218__ (AB015760) histone H3 [Nicotiana 
tabacum] >gi_3885890 (AF093633) histone H3 [Oryza sativa] 
>gi_4038469_gb_AAC97380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi_44 90754_emb_CAB38916 . 1_ (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi__44 90755__emb_CAB38917 . 1_ 
(AL035708) Histon H3 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203069 

LIB3048-054-Q1-L1-E8 

BLASTX 

g2911052 

517 

8.0e-53 

122 

82 

(AL021961) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



203070 

LIB3048-054-Q1-L1-F1 

BLASTX 

g3435196 

427 

3.0e-42 
131 



27651 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



66 

(AF067773) 



glutamyl-tRNA synthetase [Arabidopsis thaliana] 



203071 

LIB3048-054-Q1-L1-F10 

BLASTX 

g3077640 

294 

1.0e-26 

109 
56 

(AJ223151) O-methyltransf erase 



[Prunus dulcis] 



203072 

LIB3048-054-Q1-L1-F11 

BLASTX 

gl001955 

549 

2.0e-56 

131 

82 

(U19099) unknown protein [Lycopersicon chilense ] 
203073 

LIB3048-054-Q1-L1-F12 

BLASTX 

g3204134 

586 

8.0e-61 

131 

78 

(AJ006771) beta-galactosidase [Cicer arietinum] 
203074 

LIB3048-054-Q1-L1-F2 

BLASTX 

g3264767 

266 

3.0e-23 

138 

43 

(AF071893) AP2 domain containing protein [Prunus arcneniaca] 
203075 

LIB3048-054-Q1-L1-F5 

BLASTX 

gl33940 

502 

6.0e-51 

115 
90 

40S RIBOSOMAL PROTEIN S3A (S1A) >gi_70851_pir R3XL3A 

ribosomal protein S3a - African clawed frog 
>gi_65091_emb_CAA40592_ (X57322) ribosomal protein Sla 
[Xenopus laevis] 



Seq. No. 



203076 



27652 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3048-054-Q1-L1-F6 

BLASTX 

g629562 

594 

9.0e-62 

136 

82 

sulfate adenylyltransf erase (EC 2.7.7.4) - Arabidopsis 
thaliana >gi_2129743_pir S68024 sulfate 

adenylyltransf erase (EC 2.7.7.4) precursor (clone APS2) - 
Arabidopsis thaliana >gi__4 87404_emb_CAA557 99_ (X7 9210) 
sulfate adenylyltransferase [Arabidopsis thaliana] 
>gi_1228104 (U06276) ATP sulfurylase [Arabidopsis thaliana] 
>gi_1378028 (U40715) ATP sulfurylase precursor [Arabidopsis 
thaliana] >gi_1575324 (U59737) ATP sulfurylase [Arabidopsis 
thaliana] 

203077 

LIB3048-054-Q1-L1-F7 

BLASTX 

g464707 

529 

4.0e-54 

110 

94 

40S RIBOSOMAL PROTEIN S18 >gi_480908_pir S374 96 ribosomal 

protein S18.A - Arabidopsis thaliana 

>gi_405613_emb_CAA80684_ (Z23165) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_434343_emb_CAA82273_ (Z28701) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_434345_emb_CAA82274_ (Z28702) S18 ribosomal protein 
[Arabidopsis thaliana] >gi_434 906_emb_CAA82275_ (Z28962) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_2505871_emb_CAA72909_ (Y12227) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_3287678 (AC003979) Match to 
ribosomal S18 gene mRNA gb_Z287Gl, DNA gb_Z23165 from A. 
thaliana. ESTs gb_T21121, gb_Z17755, gb_R64776 and 
gb_R30430 come from this gene. [Arabidopsis thaliana] 
>gi_4538910_emb_CAB39647.1_ (AL049482) S18.A ribosomal 
protein [Arabidopsis thaliana] 

203078 

LIB3048-054-Q1-L1-F8 

BLASTX 

g464707 

143 

2.0e-10 

70 
59 

40S RIBOSOMAL PROTEIN S18 >gi_480908_pir S37496 ribosomal 

protein S18.A - Arabidopsis thaliana 

>gi_405613_emb_CAA80684_ (Z23165) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_434343_emb_CAA82273_ (Z28701) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_434345_emb_CAA82274_ (Z28702) S18 ribosomal protein 
[Arabidopsis thaliana] >gi_434906_emb_CAA82275_ (Z28962) 
S18 ribosomal protein [Arabidopsis thaliana] 



27653 




>gi_2505871_emb_CAA72909_ (Y12227) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_3287678 (AC003979) Match to 
ribosomal S18 gene mRNA gb_Z28701, DNA gb_Z23165 from A. 
thaliana. ESTs gb_T21121, gb_Z17755, gb_R64776 and 
gb_R30430 come from this gene. [Arabidopsis thaliana] 
>gi_4538910_emb_CAB39647.1_ (AL049482) S18.A ribosomal 
protein [Arabidopsis thaliana] 



Seq. No. 


203079 


Seq. ID 


LIB3048-054-Q1-L1-F9 


Method 


BLASTX 


NCBI GI 


g3297816 


BLAST score 


264 


E value 


4.0e-23 


Match length 


80 


% identity 


65 


NCBI Description 


(AL031032) putative 


Seq. No. 


203080 


Seq. ID 


LIB3048-054-Q1-L1-G1 


Method 


BLASTX 


NCBI GI 


g2492782 


BLAST score 


496 


E value 


3.0e-50 


Match length 


130 


% identity 


72 


NCBI Description 


AL P HA- GAL AC T 0 S I DAS E 



putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PRECURSOR (MELIBIASE) 
{ ALPHA- D-GALACTOS IDE GALACTOHYDROLASE) >gi_504489 (L27992) 
alpha-galactosidase [Coffea arabica] 

203081 

LIB3048-054-Q1-L1-G10 

BLASTX 

g!929056 

503 

3.0e-51 

118 

82 

(Y12090) putative 3, 4-dihydroxy-2-butanone kinase 
[Lycopersicon esculentum] 

203082 

LIB3048-054-Q1-L1-G11 

BLASTX 

gl766046 

577 

8.0e-60 

124 

86 

(U81993) NAD+ dependent isocitrate dehydrogenase subunit 1 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



203083 

LIB3048-054-Q1-L1-G12 

BLASTX 

gl401268 

140 



27654 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-08 

54 
46 

(U59812) ornithine decarboxylase [Nicotiana tabacum] 
203084 

LIB3048-054-Q1-L1-G2 

BLASTX 

gll72874 

145 

2.0e-09 

76 

49 

DEHYDRATION-RESPONSIVE PROTEIN RD22 PRECURSOR 

>gi_479589_pir S34823 dehydration-induced protein RD22 - 

Arabidopsis thaliana >gi_391608_dbj_BAA0154 6_ (D10703) rd22 

[Arabidopsis thaliana] >gi_447134_prf 1913421A rd22 gene 

[Arabidopsis thaliana] 



Qopr Ma 


203085 


Sea ID 


LIB3048- 


LltS l_ iHw'Vjl 


RT.ASTX 

i_JJ_I.fT.lwl -L _ _ 


MPDT (IT 


a2920706 




211 


R va 1 hp 


8.0e-17 


Match length 


139 


% identity 


42 


NCBI Description 


(Y13568) 


Seq. No. 


203086 


Seq. ID 


LIB3048- 


Method 


BLASTX 


NCBI GI 


gl!74592 


BLAST score 


719 


E value 


2.0e-76 


Match length 


135 


% identity 


100 


NCBI Description 


TUBULIN 




- garden 




sativum] 


Seq. No. 


203087 


Seq. ID 


LIB3048- 


Method 


BLASTX 


NCBI GI 


g976402 


BLAST score 


510 


E value 


6.0e-52 


Match length 


120 


% identity 


80 


NCBI Description 


(U31932) 



054-Q1-L1-G4 



-1 CHAIN >gi_2119270_pir S60233 alpha-tubulin 

>gi 525332 (U12589) alpha-tubulin [Pisum 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



amino acid permease 1 [Nicotiana sylvestris] 
>gi_1906549 (U64823) amino acid permease [Nicotiana 
sylvestris] 

203088 

LIB3048-054-Q1-L1-G9 

BLASTX 

g285741 



27655 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



377 

2.0e-36 

130 

58 

(D14550) EDGP precursor [Daucus carota] 
203089 

LIB3048-054-Q1-L1-H10 
BLASTX - 
g4432859 
212 

4.0e-17 

126 

45 

(AC006300) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203090 

LIB3048-054-Q1-L1-H4 

BLASTX 

gl351722 

151 

8.0e-10 

71 
45 

HYPOTHETICAL 29.7 KD PROTEIN C18G6.06 IN CHROMOSOME I 
>gi_1122371_emb_CAA92386_ (Z68198) hypothetical protein 
[Schizosaccharomyces pombe] 



Seq. No. 


203091 


Seq. ID 


LIB3048-054-Q1-L1-H5 


Method 


BLASTX 


NCBI GI 


g3337361 


BLAST score 


612 


E value 


7.0e-64 


Match length 


136 


% identity 


79 


NCBI Description 


(AC004481) ankyrin-like protein [Arabidopsis 


Seq. No. 


203092 


Seq. ID 


LIB3048-054-Q1-L1-H7 


Method 


BLASTX 


NCBI GI 


g3873807 


BLAST score 


147 


E value 


2.0e-09 


Match length 


60 


% identity 


45 


NCBI Description 


(Z49907) B0491.1 [Caenorhabditis elegans] 


Seq. No. 


203093 


Seq. ID 


LIB3048-054-Q1-L1-H9 


Method 


BLASTX 


NCBI GI 


gll07526 


BLAST score 


146 


E value 


3.0e-14 


Match length 


106 


% identity 


44 


NCBI Description 


{X87931) SIEP1L protein [Beta vulgaris] 



27656 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203094 

LIB3048-055-Q1-L1-A11 

BLASTX 

g4006853 

209 

1.0e-16 

118 
36 

(Z99707) cytochrome P450-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203095 

LIB3048-055-Q1-L1-A12 

BLASTX 

g3033375 

152 

1.0e-ll 

118 

39 

(AC004238) putative berberine bridge enzyme [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203096 

LIB3048-055-Q1-L1-A3 

BLASTX 

g2506139 

280 

6.0e-25 

72 

78 

COATOMER DELTA SUBUNIT (DELTA-COAT PROTEIN) (DELTA-COP) 
(ARCHAIN) >gi_1314049_emb_CAA91901_ (Z67962) 
archain/delta-COP [Oryza sativa] 

203097 

LIB3048-055-Q1-L1-A7 

BLASTX 

g4567095 

440 

1.0e-43 

118 

65 

(AF129516) fertilization-independent endosperm protein 
[Arabidopsis thaliana] 



203098 

LIB3048-055-Q1-L1-A8 

BLASTX 

g627468 

321 

9.0e-30 

124 

54 

hypothetical protein 



(D13635) KIAA0010 [Homo sapiens] 



1 - human >gi_285983_dbj_BAA027 99_ 



27657 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



203099 

LIB3048-055-Q1-L1-B1 

BLASTN 

g3869068 

70 

5.0e-31 

223 

86 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MDC16, complete sequence [Arabidopsis thaliana] 

203100 

LIB3048-055-Q1-L1-B3 

BLASTX 

g3746059 

545 

5.0e-56 

136 

69 

(AC005311) putative cysteinyl-tRNA synthetase [Arabidopsis 
thaliana] >gi_4432812_gb_AAD20662_ (AC006593) putative 
cysteinyl-tRNA synthetase [Arabidopsis thaliana] 

203101 

LIB3048-055-Q1-L1-B5 

BLASTX 

g3643611 

423 

9.0e-42 

124 

65 

(AC005395) putative casein kinase [Arabidopsis thaliana] 
203102 

LIB3048-055-Q1-L1-B6 

BLASTX 

gl531758 

712 

1.0e-75 

136 

93 

(X98772) AUX1 [Arabidopsis thaliana] >gi_3335360 (AC003028) 
unknown protein [Arabidopsis thaliana] 

203103 

LIB3048-055-Q1-L1-B7 

BLASTX 

gl531758 

340 

3.0e-36 

130 

62 

(X98772) AUX1 [Arabidopsis thaliana] >gi_3335360 (AC003028) 
unknown protein [Arabidopsis thaliana] 

203104 

LIB3048-055-Q1-L1-B9 



27658 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 
g629602 ^ 
168 

3.0e-12 

77 
48 

probable imbibition protein - wild cabbage 
>gi_488787_emb_CAA55893_ (X79330) putative imbibition 
protein [Brassica oleracea] 



Seq. No. 


203105 


Seq. ID 


LIB3048-055-Q1-L1-C1 


Method 


BLASTX 


NCBI GI 


g3132696 


BLAST score 


187 


E value 


a a 1 ii 

4 . Oe-14 


Match length 


101 


% identity 


45 


NCBI Description 


(AF061962) SAR DNA-binding protein- 1 [P 


Seq. No. 


203106 


Seq. ID 


LIB3048-055-Q1-L1-C10 


Method 


BLASTX 


NCBI GI 


gl931642 


BLAST score 


151 


E value 


n a-, i q 

/ . ue— io 


Match length 


102 


% identity 


49 


NCBI Description 


(U95973) Ser/Thr protein kinase isolog 




thaliana] 


Seq. No. 


203107 


Seq. ID 


LIB3048-055-Q1-L1-C5 


Method 


BLASTX 


NCBI GI 


g2443329 


BLAST score 


426 


E value 


A A « A O 


Match length 


132 


% identity 


66 


NCBI Description 


(D86122) Mei2-like protein [Arabidopsis 


Seq. No. 


203108 


Seq. ID 


LIB3048-055-Q1-L1-C6 


Method 


BLASTX 


NCBI GI 


g4539315 


BLAST score 


269 


E value 


1.0e-23 


Match length 


141 


% identity 


45 


NCBI Description 


(AL035679) putative zinc finger protein 




thaliana] 


Seq. No. 


203109 


Seq. ID 


LIB3048-055-Q1-L1-C7 


Method 


BLASTN 


NCBI GI 


g3873174 


BLAST score 


37 



27659 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



2.0e-ll 

93 

85 

Genomic sequence for Arabidopsis thaliana BAC F14N23, 
complete sequence [Arabidopsis thaliana] 

203110 

LIB3048-055-Q1-L1-D1 

BLASTX 

gll69586 

398 

8.0e-39 

89 

85 

FRUCTOSE-1, 6-BISPHOSPHATASE, CYTOSOLIC 

(D- FRUCTOSE- 1, 6-BISPHOSPHATE 1-PHOSPHOHYDROLASE) (FBPASE) 

(CY-F1) >gi_542079_pir S41287 fructose-bisphosphatase (EC 

3.1.3.11) - potato >gi_440591_emb_CAA54265__ (X76946) 
fructose-1, 6-bisphosphatase [Solanum tuberosum] 

203111 

LIB3048-055-Q1-L1-D11 

BLASTX 

g3158376 

160 

5.0e-ll 

94 

43 

(AF035385) unknown [Arabidopsis thaliana] 
203112 

LIB3048-055-Q1-L1-D12 

BLASTX 

g3413700 

164 

2.0e-ll 

41 

78 

(AC004747) putative YME1 protein [Arabidopsis thaliana] 
203113 

LIB3048-055-Q1-L1-D3 

BLASTX 

g417073 

540 

2.0e-55 

137 

75 

GLUTAMATE SYNTHASE (NADH) PRECURSOR (NADH-GOGAT) 

>gi_484529_pir JQ1977 glutamate synthase (NADH) (EC 

1.4.1.14) - alfalfa >gi_166412 (L01660) NADH-glutamate 
synthase [Medicago sativa] 

203114 

LIB3048-055-Q1-L1-D4 

BLASTX 

gl32944 



27660 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



550 

1.0e-56 

110 

92 

60S RIBOSOMAL PROTEIN L3 >gi_81658_pir JQ0772 ribosomal 

protein L3 (ARP2) - Arabidopsis thaliana >gi_80627 9 
(M32655) ribosomal protein [Arabidopsis thaliana] 



Seq. No. 


203115 


Seq. ID 


LIB3048-055-Q1-L1-D5 


Method 


BLASTX 


NCBI GI 


g3643611 


BLAST score 


444 


E value 


3.0e-44 


Match length 


124 


% ■? d^ni" 1 1* v 


70 


NTPRT nparr it)t ion 


(AC005395) putative casein kinase [Arabidopsis thaliana 


Sea. No. 


203116 


0*74 ■ J. \J 


LIB3048-055-O1-L1-E1 


L ie. UilvJ VX 


BLASTX 




a4105798 




372 


E value 


8.0e-36 


Match length 


89 




69 


Mr 1 13 T Flo cpr i 1 on 


(AF049930} PGP237-11 TPetunia x hybridal 


Qprr Mn 

kj> C \J . LlU 1 


203117 




LTR3048-0S5-O1-L1-E12 


L v lfc; UIUJU. 




NCBI GI 


a4558547 




335 


E value 


2. Oe-31 


Match length 


109 


% identity 


60 


NCBI Description 


(AC007138) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


203118 


Seq. ID 


LIB3048-055-Q1-L1-E3 


Method 


BLASTX 


NCBI GI 


g3334147 


BLAST score 


356 


E value 


7.0e-34 


Match length 


115 


% identity 


60 


NCBI Description 


ENDOCHITINASE 1 PRECURSOR >gi 14 69788 (U60197) class I 



chitinase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



203119 

LIB3048-055-Q1-L1-E4 

BLASTX 

gl617272 

374 

2.0e-41 

120 

74 



27661 



NCBI Description (Z72151) AMP-binding protein [Brassica napus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203120 

LIB3048-055-Q1-L1-E5 

BLASTX 

g3047082 

140 

1.0e-08 

81 
41 

(AF058914) similar to Vigna radiata pectinacetylesterase 
precursor (GB:X99348) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203121 

LIB3048-055-Q1-L1-E6 

BLASTX 

gl407705 

515 

1.0e-52 

117 

83 

(U60202) lipoxygenase [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203122 

LIB3048-055-Q1-L1-E8 

BLASTX 

g4008037 

250 

2.0e-21 

131 
44 

(AF104925) 2-oxoglutarate-dependent dioxygenase [Solanum 
chacoense] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203123 

LIB3048-055-Q1-L1-E9 

BLASTX 

gl709498 

336 

1.0e-34 

106 

72 

OSMOTIN-LIKE PROTEIN OSM34 PRECURSOR 

>gi_1362001_pir S57524 osmotin precursor ■ 

thaliana >gi_887390_emb_CAA61411_ (X89008) 
[Arabidopsis thaliana] 



* Arabidopsis 
osmotin 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203124 

LIB3048-055-Q1-L1-F12 

BLASTX 

g3329294 

147 

2.0e-09 

127 

28 

(AE001355) Zinc Metalloprotease 
[Chlamydia trachomatis] 



(insulinase family) 



27662 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203125 

LIB3048-055-Q1-L1-F6 

BLASTX 

gll6923 

286 

1.0e-25 

113 
58 

COATOMER BETA SUBUNIT (BETA-COAT PROTEIN) 

>gi_111414_pir S13520 beta-COP protein - 

>gi_55819_emb_CAA40505_ (X57228) beta COP 
norvegicus] 



(BETA-COP) 
rat 

[Rattus 



Seq. No. 


203126 




T,T"R^n4ft-n^^-Ol -T.I -f^l 9 

IilDJUlO U J J V- 1 - Xi -l- o x 


4— Vfc /«v /"J 


DXjRo X A 


Tjr , T5T HT 

NUrSx bl 


g^t 000 0 4 / 


■D-Lirio 1 b CO X c 




E value 


z . ue £0 


Match length 


1 no 


15 XvJ.ClJ.CX Ly 






\, riu UU / 1JO; iiyyvj uilt; LlLal ^xvJL-C-Lii |_ jtii. glu ~l j_ o uiiaj-j. ana j 


oeq • lno . 


90^1 97 
X^i / 


Seq. ID 


LIB3048-055-Q1-L1-G3 


Method 


BLASTX 




g*± 4 oooft u 


rsiiAoi score 


oox 


E value 


z . ue— 


Match length 




% identity 


O 0 


NCBI Description 


^.HXjU jjjzZ ; pUtaT-lVe piOtcin LAiaDlQOpSlS LLla.±±diLldL J 


Ocirr "Mo 
Oc^t ViKJ • 




oeq. ±u 


LIDJUy O Uj J XiX urO 




BLASTX 


NCBI GI 


gl750376 


BLAST score 


194 


E value 


6.0e-15 


Match length 


112 


% identity 


41 


NCBI Description 


(U80808) ubiquitin activating enzyme [Arabidopsis thaliana] 




>gi_3150409 (AC004165) ubiquitin activating enzyme (UBA1) 




[Arabidopsis thaliana] 


Seq. No. 


203129 


Seq. ID 


LIB3048-055-Q1-L1-G6 


Method 


BLASTX 


NCBI GI 


gl766046 


BLAST score 


377 


E value 


1.0e-36 


Match length 


84 


% identity 


81 


NCBI Description 


(U81993) NAD+ dependent isocitrate dehydrogenase subunit 1 




[Arabidopsis thaliana] 



27663 




Seq. No. 


203130 


Seq. ID 


LIB3048-055-Q1-L1-G7 


Method 


BLASTX 


NCBI GI 


g481812 


BLAST score 


161 


E value 


3.0e-ll 


Match length 


81 


% identity 


46 


NCBI Description 


DNA-binding protein GT-2 - Arabidopsis thaliana 




>gi_416490_emb_CAA51289_ (X72780) GT-2 factor [Arabidop 




thaliana] 


Seq. No. 


203131 


Seq. ID 


LIB3048-055-Q1-L1-G9 


Method 


BLASTX 


NCBI GI 


gll9748 


BLAST score 


349 


E value 


4.0e-33 


Match length 


84 


% identity 


82 


NCBI Description 


FRUCTOSE-1, 6-BISPHOSPHATASE, CYTOSOLIC 




(D- FRUCTOSE- 1, 6-BISPHOSPHATE l-PHOSPHOHYD&OLASE) (FBPAS 




>gi 67241 pir PASPY f ructose-bisphosphatase (EC 3.1.3. 




cytosolic - spinach >gi 21245_emb_CAA43860_ (X61690) 




fructose-bisphosphatase [Spinacia oleracea] 


Seq. No. 


203132 


Seq. ID 


LIB3048-055-Q1-L1-H11 


Method 


BLASTX 


NCBI GI 


g3687235 


BLAST score 


254 


E value 


5.0e-22 


Match length 


58 


% identity 


88 


NCBI Description 


(AC005169) putative copia-like transposable element 




[Arabidopsis thaliana] 


Seq. No. 


203133 


Seq. ID 


LIB3048-055-Q1-L1-H3 


Method 


BLASTX 


NCBI GI 


g2864624 


BLAST score 


353 


E value 


2.0e-33 


Match length 


137 


% identity 


27 


NCBI Description 


(AL021811) putative protein [Arabidopsis thaliana] 


Seq. No. 


203134 


Seq. ID 


LIB3048-055-Q1-L1-H5 


Method 


BLASTX 


NCBI GI 


gl777386 


BLAST score 


187 


E value 


9.0e-22 


Match length 


118 


% identity 


45 


NCBI Description 


(U39301) caffeic acid O-methyltransf erase [Pinus taeda] 



27664 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203135 

LIB3048-055-Q1-L1-H8 

BLASTX 

gl943751 

168 

6.0e-12 

40 
90 

(U93845) Arabidopsis thaliana ER-type calcium pump 
protein, complete sequence >gi_2078292 (U96455) ER-type 
Ca2+-pumping ATPase; ECAlp [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203136 

LIB3083-001-Q1-L1-B10 

BLASTX 

g4098246 

172 

9.0e-13 

62 
63 

(U76410) homeobox 2 protein [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203137 

LIB3083-001-Q1-L1-B11 

BLASTX 

g4544399 

428 

2.0e-42 

125 

66 

(AC007047) 
thaliana] 



putative beta-ketoacyl-CoA synthase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203138 

LIB3083-001-Q1-L1-C11 

BLASTX 

gl903364 

258 

1.0e-22 

88 

58 

(AC000104) 
thaliana] 



EST gb_T45093 comes from this gene. [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203139 

LIB3083-001-Q1-L1-C12 

BLASTX 

gl!74599 

168 

5.0e-21 

71 

75 

TUBULIN BETA- 2 CHAIN >gi_1076659_pir S50748 beta-tubulin 

potato >gi_609270_emb_CAA83853_ (Z33402) beta-tubulin 
[Solanum tuberosum] 



Seq. No. 



203140 



27665 



Seq. ID 


LIB3083-001-Q1-L1-D12 


Method 


BLASTX 


NCBI GI 


g2245378 


BLAST score 


336 


E value 


1.0e-31 


Match length 


113 


% identity 


60 


NCBI Description 


(U8324 5) auxin response factor 1 [Arabidopsis thaliana 


Seq. No. 


203141 


Seq. ID 


LIB3083-001-Q1-L1-F12 


Method 


BLASTX 


NCBI GI 


g3212877 


BLAST score 


438 


E value 


2.0e-43 


Match length 


100 


% identity 


80 


NCBI Description 


(AC004005) Lea-like protein [Arabidopsis thaliana] 


Seq. No. 


203142 


Seq. ID 


LIB3083-001-Q1-L1-H10 


Method 


BLASTX 


NCBI GI 


g4104561 


BLAST score 


287 


E value 


8.0e-26 


Match length 


113 


% identitv 


54 


NCBI Description 


(AF036960) subtilisin-like protease [Glycine max] 


Sea No 


203143 


Seq. ID 


LIB3083-001-Q1-L1-H12 


Method 


BLASTX 


NCBI GI 


g4056568 


BLAST score 


237 


E value 


6.0e-20 


Match length 


93 


% identity 


18 


NCBI Description 


(U90944) PDI-like protein [Zea mays] 


Seq. No. 


203144 


Seq. ID 


LIB3083-001-Q1-L2-A4 


Method 


BLASTX 


NCBI GI 


g2129473 


BLAST score 


295 


E value 


8.0e~27 


Match length 


105 


% identity 


56 


NCBI Description 


arabinogalactan-like protein - loblolly pine >gi 60777 




(U09556) arabinogalactan-like protein [Pinus taeda] 


Sea No 


203145 


Seq. ID 


LIB3083-001-Q1-L2-A8 


Method 


BLASTX 


NCBI GI 


g3805765 


BLAST score 


162 


E value 


4.0e-ll 


Match length 


51 



27666 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



63 

(AC005693) putative protein kinase [Arabidopsis thaliana] 



203146 

LIB3083-001-Q1-L2-B1 

BLASTX 

g3122785 

530 

3.0e-54 

132 

83 

4 OS RIBOSOMAL PROTEIN SI 4 >gi_ 
protein S14 [Lupinus luteus] 



2565340 (AF026079) ribosomal 



203147 

LIB3083-001-Q1-L2-B3 

BLASTX 

gl086249 

396 

1.0e-38 

125 
59 

subtilisin-like protease - Alnus glutinosa 
>gi_757522_emb_CAA59964_ (X85975) subtilisin-like protease 
[Alnus glutinosa] 

203148 

LIB3083-001-Q1-L2-B7 

BLASTX 

g2760330 

555 

4.0e-57 

139 

74 

(AC002130) F1N21.15 [Arabidopsis thaliana] 
203149 

LIB3083-001-Q1-L2-B8 

BLASTX 

g!174592 

610 

9.0e-64 

113 

99 

TUBULIN ALPHA- 1 CHAIN >gi_2119270_pir S60233 alpha-tubulin 

- garden pea >gi_525332 (U12589) alpha-tubulin [Pisum 
sativum] 



203150 

LIB3083-001-Q1-L2-C3 

BLASTN 

g2829205 

400 

0. 0e+00 

428 

23 

Gossypium hirsutum cultivar Siokra 1- 



■2 proline-rich protein 



27667 



precursor (PRP) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203151 

LIB3083-001-Q1-L2-C4 

BLASTX 

gll74592 

598 

2.0e-62 

116 

99 

TUBULIN ALPHA- 1 CHAIN >gi_211 9270_pir S60233 alpha-tubulin 

- garden pea >gi_525332 (U12589) alpha-tubulin [Pisum 
sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203152 

LIB3083-001-Q1-L2-C6 

BLASTX 

gl30720 

182 

1.0e-13 

104 

35 

PROTEOLIPID PROTEIN PPA1 >gi_101508_pir A34633 probable 

H+-transporting ATPase (EC 3.6.1.35) lipid-binding protein 
- yeast (Saccharomyces cerevisiae) >gi_172221 (M35294) 
proteolipid protein of proton ATPase [Saccharomyces 
cerevisiae] >gi_500700 (U10399) Ppalp: Proteolipid protein 
of proton ATPase [Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203153 

LIB3083-001-Q1-L2-C7 

BLASTX 

g464840 

371 

1.0e-35 

73 

99 

TUBULIN ALPHA- 1 CHAIN >gi_421781_pir S32666 tubulin 

alpha-1 chain - fern (Anemia phyllitidis) 
>gi_296494_emb_CAA48927_ (X69183) alpha tubulin [Anemia 
phyllitidis] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203154 

LIB3083-001-Q1-L2-D3 

BLASTX 

g4337175 

447 

1.0e-44 

124 

68 

(AC006416) 
gb_T04111, 
gb_R90004, 
gb_AA720210 



ESTs gb_T20589, gb_T04648, gb_AA597906, 
gb_R84180, gb_R65428, gb_T44439, gb_T76570, 
gb_T45020, gb_T42457, gb_T20921, gb_AA042762 and 
come from this gene. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



203155 

LIB3083-001-Q1-L2-D5 



27668 



Method 


BLASTX 


NCBI GI 


g639722 


BLAST score 


532 


E value 


2.0e-54 


Match length 


136 


% identity 


50 


NCBI Description 


(L27484) calcium-dependent protein kinase [Zea mays] 


Seq. No. 


203156 


Seq. ID 


LIB3083-001-Q1-L2-D6 


Method 


BLASTX 


NCBI GI 


g4572682 


BLAST score 


211 


E value 


2.0e-17 


Match length 


72 


% identitv 


60 


NCBI Description 


(AC006954) putative APG protein [Arabidopsis thaliana] 


Seq. No. 


203157 


Seq. ID 


LIB3083-001-Q1-L2-E1 


Method 


BLASTX 


NCBI GI 


g4544412 


BLAST score 


240 


E value 


1. Oe-23 


Match lencrth 


112 


% identitv 


45 


NCBI Description 


(AC006955) hypothetical protein [Arabidopsis thaliana] 


Sea No 


203158 

\J *mJ -L \J 


Seq, ID 


LIB3083-001-Q1-L2-E4 


Method 


BLASTX 


NCBI GI 


gl706956 


BLAST score 


612 


E value 


5. Oe-64 


Match 1 en nth 


114 




97 


NCBI Descriotion 


(U58283) cellulose synthase [Gossypium hirsutuiti] 


Seer No 


203159 


Seq. ID 


LIB3083-001-Q1-L2-E5 


Method 


BLASTX 


NCBI GI 


gl706958 


BLAST score 


314 


E value 


5. Oe-29 


Match lencrth 


120 




59 


NCBI Description 


(U58284) cellulose synthase [Gossypium hirsutum] 


Sea No. 


203160 

£» \J <%J \J \J 


Seq. ID 


LIB3083-001-Q1-L2-F1 


Method 


BLASTX 


NCBI GI 


g2832625 


BLAST score 


246 


E value 


3.0e-26 


Match length 


85 


% identity 


74 


NCBI Description 


(AL021711) putative protein [Arabidopsis thaliana] 



27669 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203161 

LIB3083-001-Q1-L2-F2 

BLASTX 

g2494620 

144 

3.0e-09 

38 

61 

SUCCINATE DEHYDROGENASE I RON -SULFUR PROTEIN >gi_975319 
(U31902) succinate dehydrogenase iron-sulfur protein 
subunit [Paracoccus denitrif icans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203162 

LIB3083-001-Q1-L2-F5 

BLASTX 

gl!74592 

507 

1.0e-51 

105 

97 

TUBULIN ALPHA- 1 CHAIN >gi_2119270_pir S60233 alpha-tubulin 

- garden pea >gi_525332 (U1258 9) alpha-tubulin [Pisum 
sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203163 

LIB3083-001-Q1-L2-F8 

BLASTX 

gl710838 

166 

4.0e-12 

51 

75 

ADENOS YLHOMOC YS TE INAS E 
HYDROLASE ) ( ADOHCYASE } 
adenosylhomocysteinase 



{ S-ADENOS YL-L-HOMOCYSTEINE 
>gi_535584 (L36119) 
[Medicago sativa] 



Seq. No. 


203164 


Seq. ID 


LIB3083-001-Q1-L2-G1 


Method 


BLASTX 


NCBI GI 


g4406775 


BLAST score 


184 


E value 


7.0e-14 


Match length 


85 


% identity 


41 


NCBI Description 


(AC006836) unknown protein [Arabidopsis thaliana] 


Seq. No. 


203165 


Seq. ID 


LIB3083-001-Q1-L2-G2 


Method 


BLASTX 


NCBI GI 


gl706958 


BLAST score 


355 


E value 


5.0e-34 


Match length 


92 


% identity 


77 


NCBI Description 


(U58284) cellulose synthase [Gossypium hirsutum] 



27670 




Seq. No, 


203166 


Seq. ID 


LIB3083-001-Q1-L2-G4 


Method 


BLASTX 


NCBI GI 


g2119278 


BLAST score 


570 


E value 


5.0e-59 


Match length 


109 


% identity 


99 


NCBI Description 


tubulin beta-1 chain - rice 


Seq. No. 


203167 


Seq. ID 


LIB3083-001-Q1-L2-G7 


Method 


BLASTX 


NCBI GI 


g4468999 


BLAST score 


157 


E value 


1.0e-10 


Match length 


71 


% identity 


25 


NCBI Description 


(Z97342) unnamed protein product [Arabidopsis thaliana 


Seq. No* 


203168 


Seq. ID 


LIB3083-001-Q1-L2-H1 


Method 


BLASTX 


NCBI GI 


g2959324 


BLAST score 


256 


E value 


2.0e-22 


Match length 


72 


% *i dpnt* i t* v 


72 


NCBI Description 


(Y15224) Importin alpha-like protein [Arabidopsis thai 


Sea No 


203169 


Seq. ID 


LIB3083-001-Q1-L2-H12 


Method 


BLASTN 


NCBI GI 


g2267582 


BLAST score 


61 


E value 


5.0e-26 


Match length 


81 


% identity 


94 


NPRT Dpspti nfton 

J—f -L. 4—/ O s-*» -L- KS \* -J* V-/ X J. 


Gossypiuiti hirsutum vacuolar HH — ATPase subunit E raRNA, 




complete cds 


Seer - No . 


203170 


Seq. ID 


LIB3083-001-Q1-L2-H3 


Method 


BLASTX 


NCBI GI 


g2213628 


BLAST score 


155 


E value 


2.0e-10 


Match length 


112 


% id^ntitv 


38 


NCBI Description 


(AC000103) F21J9.20 [Arabidopsis thaliana] 


w VJ . lit \J • 


203171 


Seq. ID 


LIB3083-001-Q1-L2-H4 


Method 


BLASTN 


NCBI GI 


g556687 


BLAST score 


51 


E value 


5.0e-20 



27671 



M^'hr'h 1 ^ncrth 


79 


?; identitv 


34 


NCBI Description 


H.annuus mRNA for seed 


Can Nn 


203172 


Seq. ID 


LIB3083-001-Q1-L2-H8 


Method 


BLASTX 


NCBI GI 


g2098713 


BLAST score 


162 


I— I Vdi. LAC 


2.0e-ll 


Msfph 1 pnrrth 


65 


& "i Hpirh 1 1~ v 

o J.UC11 ux u y 


55 


NCBI Descriotion 


(U82977) pectinesteras 




203173 


Seq. ID 


LIB3083-002-Q1-L1-A1 


Method 


BLASTX 


NCBI GI 


gl743277 


BLAST score 


615 


F. va 1 np 

i_J VGL-l-U^* 


3. 0e-64 




123 


?; i dpnl" i 1" v 


94 


NCBI DescriDt ion 


( Y0 97 4 1 ) bet a-tubulin 


Qorr Mo 




Qprr TD 

OCU i A.U 


LIB3083-002-O1-L1-A10 




RT.ASTX 


NCBI GI 


g2829899 


BLAST score 


309 


E value 


2.0e-28 


Match length 


125 


% identity 


47 


NCBI Description 


(AC002311) similar to 



1 [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gp_AJ001449_24 65015 and major#latex protein, 
gp_X91961_1107495 [Arabidopsis thaliana] 

203175 

LIB3083-002-Q1-L1-A11 

BLASTX 

g2129473 

292 

2.0e-26 

105 

54 

arabinogalactan-like protein - loblolly pine >gi_607774 
(U09556) arabinogalactan-like protein [Pinus taeda] 

203176 

LIB3083-002-Q1-L1-A12 

BLASTX 

g4510344 

175 

1.0e-12 

67 

49 

(AC006921) hypothetical protein [Arabidopsis thaliana] 



27672 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203177 

LIB3083-002-Q1-L1-A2 

BLASTX 

g2209358 

698 

6.0e-74 

134 

95 

(AF004812) beta-D-galactosidase 



[Mangifera indica] 



203178 

LIB3083-002-Q1-L1-A3 

BLASTX 

g2811025 

245 

7.0e-21 

85 

61 

ASPARTIC PROTEINASE PRECURSOR >gi_1944181_dbj_BAA19607_ 
(AB002695) aspartic endopeptidase [Cucurbita pepo] 



Seq. No. 


203179 


Seq. ID 


LIB3083-002-Q1-L1-A4 


Method 


BLASTX 


NCBI GI 


g4105772 


BLAST score 


121 


E value 


3.0e-16 


Match length 


94 


% identity 


36 


NCBI Description 


(AF049917) PGP9B [Petunia 


Seq. No. 


203180 


Seq. ID 


LIB3083-002-Q1-L1-A5 


Method 


BLASTX 


NCBI GI 


g543867 


BLAST score 


437 


E value 


2.0e-43 


Match length 


115 


% identity 


76 


NCBI Description 


ATP SYNTHASE GAMMA CHAIN, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



MITOCHONDRIAL PRECURSOR 

>gi_107 6684_pir A47493 H+-transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor - sweet potato 
>gi_303626_dbj_BAA03526_ (D14699) El -AT Pa se gammma subunit 
[Ipomoea batatas] 

203181 

LIB3083-002-Q1-L1-A6 

BLASTX 

g417360 

345 

1.0e-32 

103 

61 

HIGH MOBILITY GROUP-LIKE NUCLEAR PROTEIN 2 

>gi_2131280_pir S67767 high mobility group-like protein 

NHP2 - yeast (Saccharomyces cerevisiae) 

>gi_666101_emb_CAA40885_ (X57714) high mobility group-like 



27673 



nuclear protein 2 [Saccharomyces cerevisiae] 
>gi_1429348_emb_CAA67483_ (X99000) high-mobility-group-like 
protein [Saccharomyces cerevisiae] 
>gi_1431346_emb_CAA98786_ (Z74256) ORF YDL208w 
[Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203182 

LIB3083-002-Q1-L1-A7 

BLASTX 

gll74592 

577 

8.0e-60 

108 

98 

TUBULIN ALPHA- 1 CHAIN >gi_2119270_pir S60233 alpha-tubulin 

- garden pea >gi_525332 (U12589) alpha-tubulin [Pisum 
sativum] 



Seq. No. 


203183 


Seq. ID 


LIB3083-002-Q1-L1-A9 


Method 


BLASTX 


NCBI GI 


gl706958 


BLAST score 


571 


E value 


4.0e-59 


Match length 


126 


% identity 


88 


NCBI Description 


(U58284) cellulose s; 


Seq. No. 


203184 


Seq. ID 


LIB3083-002-Q1-L1-B1 


Method 


BLASTX 


NCBI GI 


g2827139 


BLAST score 


681 


E value 


6.0e-72 


Match length 


136 


% identity 


90 


NCBI Description 


(AF027172) cellulose 



[Gossypium hirsutum] 



[Arabidopsis thaliana] >gi_4049343_emb_CAA22568_ (AL034567) 
cellulose synthase catalytic subunit (RSW1) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203185 

LIB3083-002-Q1-L1-B10 

BLASTX 

gl477428 

598 

3.0e-62 

131 

86 

(X99623) alpha-tubulin 1 [Hordeum vulgare] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



203186 

LIB3083-002-Q1-L1-B11 

BLASTX 

g2529677 

182 

2.0e-13 



27674 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



87 
49 

(AC002535) kinesin-like protein, heavy chain [Arabidopsis 
thaliana] 

203187 

LIB3083-002-Q1-L1-B12 

BLASTX 

g4098246 

597 

3.0e-62 

122 
93 

(U76410) homeobox 2 protein [Lycopersicon esculentum] 
203188 

LIB3083-002-Q1-L1-B2 

BLASTX 

g3269288 

559 

1.0e-57 

129 

81 

(AL030978) putative protein [Arabidopsis thaliana] 
203189 

LIB3083-002-Q1-L1-B3 

BLASTX 

g2129932 

495 

3.0e-50 

91 

95 

myb-related transcription factor TMH1 - tomato 
>gi_1167486_emb_CAA64615_ (X95297) transcription factor 
[Lycopersicon esculentum] 



Seq. No. 


203190 


Seq. ID 


LIB3083-002-Q1-L1-B6 


Method 


BLASTX 


NCBI GI 


g4580523 


BLAST score 


435 


E value 


4.0e-43 


Match length 


126 


% identity 


67 


NCBI Description 


(AF03 6305 ) scarecrow- 


Seq. No. 


203191 


Seq. ID 


LIB3083-002-Q1-L1-B7 


Method 


BLASTX 


NCBI GI 


g267082 


BLAST score 


575 


E value 


1.0e-59 


Match length 


106 


% identity 


98 


NCBI Description 


TUBULIN BETA- 8 CHAIN 



[Arabidopsis thaliana] 



_320189_pir JQ1592 tubulin beta- 
chain - Arabidopsis thaliana >gi_166908 (M84705) beta-8 



27675 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



tubulin [Arabidopsis thaliana] 
203192 

LIB3083-002-Q1-L1-B8 

BLASTX 

g2459421 

222 

6.0e-36 

130 

58 

(AC002332) putative calcium-binding EF-hand protein 
[Arabidopsis thaliana] 

203193 

LIB3083-002-Q1-L1-C10 

BLASTN 

gl419732 

128 

7.0e-66 

172 

94 

P. sativum mitochondrial DNA for 18 S rRNA gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203194 

LIB3083-002-Q1-L1-C11 

BLASTX 

g4115931 

670 

1.0e-70 

131 
94 

(AF118223) contains similarity to Guillardia theta ABC 
transporter (GB.AF041468) [Arabidopsis thaliana] 

203195 

LIB3083-002-Q1-L1-C12 

BLASTX 

g2497743 

155 

1.0e-10 

57 
56 

NONSPECIFIC LIPID- TRANSFER PROTEIN PRECURSOR (LTP) (GH3) 
>gi_999315_bbs_166991 (S78173) LTP=lipid transfer protein 

[Gossypium hirsutum=cotton, fiber, Peptide, 120 aa] 

[Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203196 

LIB3083-002-Q1-L1-C2 

BLASTX 

g3702964 

342 

3.0e-32 
66 
97 

(AF079485) 
thaliana] 



rac GTP binding protein AraclO [Arabidopsis 



27676 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203197 

LIB3083-002-Q1-L1-C3 

BLASTX 

g3334405 

536 

6.0e-55 

112 

97 

VACUOLAR ATP SYNTHASE 
>gi_2267583 (AF009338) 
[Gossypium hirsutum] 



SUBUNIT E 
vacuolar 



(V-ATPASE 
HH — ATPase 



E SUBUNIT) 
subunit E 



203198 

LIB3083-002-Q1-L1-C5 

BLASTX 

g4126473 

582 

2.0e-60 

115 

96 

(AB014884) adenylyl cyclase associated protein [Gossypium 
hirsutum] 

203199 

LIB3083-002-Q1-L1-C6 

BLASTX 

g4218011 

356 

7.0e-34 

128 

57 

(AC006135) putative protein kinase [Arabidopsis thaliana] 
>gi_4309721_gb_AAD15491_ (AC006439) putative 
serine/threonine protein kinase [Arabidopsis thaliana] 



Seq. No. 


203200 


Seq. ID 


LIB3083-002-Q1-L1-C8 


Method 


BLASTX 


NCBI GI 


g3868758 


BLAST score 


319 


E value 


1.0e-29 


Match length 


128 


% identity 


55 


NCBI Description 


(D89802) elongation 


Seq. No. 


203201 


Seq. ID 


LIB3083-002-Q1-L1-C9 


Method 


BLASTX 


NCBI GI 


g4544399 


BLAST score 


547 


E value 


3.0e-56 


Match length 


133 


% identity 


74 


NCBI Description 


(AC007047) putative 




thaliana] 



gamma [Oryza sativa] 



[Arabidopsis 



27677 




Seq. No. 


203202 


Seq. ID 


LIB3083-002-Q1-L1-D10 


Method 


BLASTX 


NCBI GI 


g!351202 


BLAST score 


533 


E value 


1 . 0e-54 


Match length 


123 


% identity 


78 


NCBI Description 


TUBULIN BETA CHAIN >gi_312989_emb_CAA42777_ (X60216) 




beta-tubulin [Glycine max] 


Seq. No. 


203203 


Seq. ID 


LIB3083-002-Q1-L1-D12 


Method 


BLASTX 


NCBI GI 


g2245378 


BLAST score 


525 


E value 


1.0e-53 


Match length 


130 


% identity 


78 


NCBI Description 


(U83245) auxin response factor 1 [Arabidopsis thaLiana] 


Seq. No. 


203204 


Seq. ID 


LIB3083-002-Q1-L1-D2 


Method 


BLASTX 


NCBI GI 


g2997591 


BLAST score 


595 


E value 


7 . 0e-62 


Match length 


134 


% identity 


84 


NCBI Description 


(AF020814) glucose-6-phosphate/phosphate-translocator 




precursor [Pisum sativum] 


Seq. No. 


203205 


Seq. ID 


LIB3083-002-Q1-L1-D3 


Method 


BLASTX 


NCBI GI 


gl684855 


BLAST score 


454 


E value 


2.0e-45 


Match length 


113 


% identity 


20 


NCBI Description 


(U77939) ubiquitin-like protein [Phaseolus vulgaris] 


Seq. No. 


203206 


Seq. ID 


LIB3083-002-Q1-L1-D7 


Method 


BLASTX 


NCBI GI 


g886100 


BLAST score 


450 


E value 


6.0e-45 


Match length 


103 


% identity 


83 


NCBI Description 


(U27347) putative water channel protein; plasmalemma 




intrinsic protein; similar to Arabidopsis Pip2a gene 




product, PIR Accession Number S44084 [Glycine max] 


Seq. No. 


203207 


Seq. ID 


LIB3083-002-Q1-L1-D8 


Method 


BLASTX 



27678 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4538975 
318 

2.0e-29 

109 
61 

(AL049487) putative protein [Arabidopsis thaliana] 
203208 

LIB3083-002-Q1-L1-D9 

BLASTX 

gl903364 

366 

5.0e-35 
116 
63 

(AC000104) 
thaliana] 



EST gb_T45093 comes from this gene. [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



203209 

LIB3083-002-Q1-L1-E11 

BLASTX 

g4454014 

219 

8.0e-18 

124 

43 

(AL035396) putative protein [Arabidopsis thaliana] 
203210 

LIB3083-002-Q1-L1-E4 

BLASTX 

g2129825 

503 

4.0e-51 

112 

88 

dynamin-like protein phragmoplastin 12 - soybean 
>gi_1217994 (U25547) SDL [Glycine max] 

203211 

LIB3083-002-Q1-L1-E6 

BLASTN 

gll43223 

134 

3.0e-69 

400 

51 

Gossypium barbadense FbLate-2 gene, complete cds 
203212 

LIB3083-002-Q1-L1-E7 

BLASTX 

g4115936 

298 

4.0e-27 

70 
83 



27679 




NCBI Description 


(AF118223) No definition line found [Arabidopsis thaliana] 


Seq. No. 


203213 


Seq. ID 


LIB3083-002-Q1-L1-E8 


Method 


BLASTX 


NCBI GI 


g2058282 


BLAST score 


Q £ A 


E value 


1.0e-33 


Match length 


93 


% identity 


73 


NCBI Description 


(X97377) atranbpla [Arabidopsis thaliana] 


Seq. No. 


203214 


Seq. ID 


LIB3083-002-Q1-L1-F5 


Method 


BLASTX 


NCBI GI 


g4490737 


BLAST score 


J4o 


E value 


6.0e-33 


Match length 


124 


% identity 


48 


NCBI Description 


(AL035708) putative protein [Arabidopsis thaliana] 


Seq. No. 


203215 


Seq. ID 


LIB3083-002-Q1-L1-F7 


Method 


BLASTX 


NCBI GI 


g322492 


BLAST score 


345 


E value 


1.0e-32 


Match length 


101 


% identity 


71 


NCBI Description 


photomorphogenesis repressor C0P1 - Arabidopsis thaliana 


Seq. No. 


203216 


Seq. ID 


LIB3083-002-Q1-L1-F8 


Method 


BLASTX 


NCBI GI 


g322492 


BLAST score 


156 


E value 


2.0e-10 


Match length 


71 


% identity 


52 


NCBI Description 


photomorphogenesis repressor COP1 - Arabidopsis thaliana 


Seq. No. 


203217 


Seq. ID 


LIB3083-002-Q1-L1-G1 


Method 


BLASTX 


NCBI GI 


g266945 


BLAST score 


538 


E value 


3.0e-55 


Match length 


123 


% identity 


85 


NCBI Description 


/~ r\ r~\ t\ ~v t~\ s~\ c /~\!\ /r7\ T nnAmPTM T f\ /pT1Tnr''nr , T T T VT 'OTP/TIT 7\ TPH T5T>/^\rp'C 1 T 7\T /"*7\ \ 

60S RIBOSOMAL PROTEIN L9 (GIBBERELLIN-RECjULAlbU FRUlhlN bAJ 




>gi 100065 pir S19978 ribosomal protein L9 - garden pea 




>gi 20727 emb CAA46273 (X65155) GA [Pisum sativum] 




>gi_127 9645_emb_CAA65987_ (X97322) ribosomal protein L9 




[Pisum sativum] 


Seq. No. 


203218 



27680 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3083-002-Q1-L1-G11 

BLASTX 

g2129820 

324 

4.0e-30 

130 

46 

chitinase (EC 3.2.1.14) class II - peanut 
>gi_1237025_emb_CAA57773_ (X82329) chitinase (class II) 
[Arachis hypogaea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203219 

LIB3083-002-Q1-L1-G2 

BLASTX 

g3249086 

171 

3.0e-12 

3 7 ^ 
86 - - 

(AC004473) Contains similarity to 21 KD subunit of the 
Arp2/3 protein complex (ARC21) gb_AF006086 from Homo 
sapiens. EST gb_Z37222 comes [Arabidopsis thaliana] 

203220 

LIB3083-002-Q1-L1-G6 

BLASTX 

g4218011 

167 

2.0e-21 

114 

60 

(AC006135) putative protein kinase [Arabidopsis thaliana] 
>gi_4309721_gb_AAD15491_ (AC006439) putative 
serine/threonine protein kinase [Arabidopsis thaliana] 



Seq. No. 


203221 


Seq. ID 


LIB3083-002-Q1-L1-G8 


Method 


BLASTX 


NCBI GI 


g4006886 


BLAST score 


481 


E value 


2.0e-48 


Match length 


108 


% identity 


80 


NCBI Description 


(Z99708) putative protein [Arabidopsis 


Seq. No. 


203222 


Seq. ID 


LIB3083-002-Q1-L1-H1 


Method 


BLASTX 


NCBI GI 


g2695711 


BLAST score 


576 


E value 


1.0e-59 


Match length 


122 


% identity 


84 


NCBI Description 


(AJ001370) cytochome b5 [Olea europaea] 


Seq. No. 


203223 


Seq. ID 


LIB3083-002-Q1-L1-H11 



27681 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



BLASTX 

gl353157 

152 

6.0e-10 

100 

30 

HYPOTHETICAL 108.5 KD PROTEIN R06F6.2 IN CHROMOSOME II 
>gi_3878900_emb_CAA86774_ (Z46794) similar to vacuolar 
biogenesis protein (pep5); cDNA EST EMBL:D27614 comes from 
this gene; cDNA EST EMBL:D34 974 comes from this gene 
[Caenorhabditis elegans] 

203224 

LIB3083-002-Q1-L1-H2 

BLASTX 

g!750376 

163 

3.0e-ll 

40 

82 

(U80808) ubiquitin activating enzyme [Arabidopsis thaliana] 
>gi_3150409 (AC004165) ubiquitin activating enzyme (UBA1) 
[Arabidopsis thaliana] 

203225 

LIB3083-002-Q1-L1-H3 

BLASTX 

g464980 

182 

1.0e-13 

78 

42 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi_166422 (L06967) 
ubiquitin carrier protein [Medicago sativa] 

203226 

LIB3083-002-Q1-L1-H5 

BLASTX 

g3513727 

563 

4.0e-58 

133 

57 

(AF080118) contains similarity to TPR domains (Pfarrt: 
TPR.hmm: score: 11.15) and kinesin motor domains (Pfam: 
kinesin2.hmm, score: 17.4 9, 20.52 and 10.94) [Arabidopsis 
thaliana] >gi_4539358_emb_CAB40052 . 1_ (AL049525) putative 
protein [Arabidopsis thaliana] 

203227 

LIB3083-002-Q1-L1-H6 

BLASTX 

g3395436 

249 

3.0e-21 
69 



27682 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



65 

(AC004683) unknown protein [Arabidopsis thaliana] 
203228 

LIB3083-002-Q1-L1-H7 

BLASTX 

g464980 

298 

3.0e-27 

105 
54 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi_166422 (L06967) 
ubiquitin carrier protein [Medicago sativa] 

203229 

LIB3083-006-Q1-L1-A11 

BLASTX 

g3213227 

162 

4.0e-ll 

90 

33 

(AF035209) putative v-SNARE Vtila [Mus musculus] 
>gi_3421062 (AF035823) 29-kDa Golgi SNARE [Mus musculus] 

203230 

LIB3083-006-Q1-L1-A4 

BLASTX 

g2459429 

341 

3.0e-32 

93 

67 

(AC002332) unknown protein [Arabidopsis thaliana] 
203231 

LIB3083-006-Q1-L1-A6 

BLASTX 

g4510383 

238 

4.0e-20 

72 
68 

(AC007017) unknown protein [Arabidopsis thaliana] 
203232 

LIB3083-006-Q1-L1-A8 

BLASTX 

g464987 

141 

5.0e-09 

83 

42 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 10 (UBIQUITIN-PROTEIN 
LIGASE 10) (UBIQUITIN CARRIER PROTEIN 10) 
>gi_421858_pir S32672 ubiquitin— protein ligase (EC 



27683 




6.3.2.19) UBC10 - Arabidopsis thaliana 

>gi_297878_emb_CAA78715_ (Z14991) ubiquitin conjugating 
enzyme [Arabidopsis thaliana] >gi_349213 (L00640) ubiquitin 
conjugating enzyme [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203233 

LIB3083-006-Q1-L1-A9 

BLASTX 

g4539543 

486 

3.0e-49 

117 
79 

(AJ133422) glyceraldehyde-3-phosphate dehydrogenase 
[Nicotiana tabacum] 



Seq. No. 


203234 


Seq. ID 


LIB3083-006-Q1-L1-B12 


Method 


BLASTX 


NCBI GI 


g2760332 


BLAST score 


194 


E value 


5.0e-15 


Match length 


77 


% identity 


29 


NCBI Description 


(AC002130) F1N21.17 [Arabidopsis 


Seq. No. 


203235 


Seq. ID 


LIB3083-006-Q1-L1-B2 


Method 


BLASTX 


NCBI GI 


gll74592 


BLAST score 


372 


E value 


5.0e-36 


Match length 


93 


% identity 


80 


NCBI Description 


TUBULIN ALPHA- 1 CHAIN >gi 2119270 




- garden pea >gi_525332 (U12589) 




sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203236 

LIB3083-006-Q1-L1-B4 

BLASTX 

g3158376 

239 

2.0e-20 

94 

55 

(AF035385) unknown [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203237 

LIB3083-006-Q1-L1-B5 

BLASTX 

g4512659 

337 

1.0e-31 

138 

53 

(AC006931) putative protein kinase [Arabidopsis thaliana] 



27684 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



>gi_4544465_gb_AAD22372.1_AC006580_4 (AC006580) putative 
protein kinase [Arabidopsis thaliana] 

203238 

LIB3083-006-Q1-L1-B7 

BLASTX 

g4538911 

201 

9.0e-16 

99 
40 

(AL049482) hypothetical protein [Arabidopsis thaliana] 
203239 

LIB3083-006-Q1-L1-B8 

BLASTX 

g2190187 

163 

8.0e-12 

70 

25 

(D64087) nuclear matrix constituent protein 1 (NMCP1) 
[Daucus carota] 

203240 

LIB3083-006-Q1-L1-B9 

BLASTX 

g3341693 

150 

7.0e-10 

79 

39 

(AC003672) unknown protein [Arabidopsis thaliana] 
203241 

LIB3083-006-Q1-L1-C1 

BLASTX 

g2642215 

327 

2.0e-30 

75 

83 

(AF030386) NOI protein [Arabidopsis thaliana] 
203242 

LIB3083-006-Q1-L1-C11 

BLASTX 

g421929 

525 

2.0e-71 

148 

14 

ubiquitin - tomato >gi_312160_emb_CAA51679_ (X73156) 
ubiquitin [Lycopersicon esculentum] 

203243 

LIB3083-006-Q1-L1-C12 



27685 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g525331 

36 

7.0e-ll 

48 
94 

Pisum sativum Alaska alpha-tubulin 
cds 



(TubAl) gene, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203244 

LIB3083-006-Q1-L1-C4 

BLASTX 

g3004565 

310 

1.0e-28 

104 
61 

(AC003673) putative protein kinase 



[Arabidopsis thaliana] 



203245 

LIB3083-006-Q1-L1-C5 

BLASTX 

gl076315 

194 

4.0e-15 

74 

49 

cytochrome P450 - Arabidopsis thaliana 
>gi_853719_emb_CAA60793__ (X87367) CYP90 protein 
[Arabidopsis thaliana] >gi_871988__emb_CAA60794_ (X87368) 
CYP90 protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203246 

LIB3083-006-Q1-L1-C6 

BLASTX 

g2961384 

350 

3.0e-33 
108 
57 

(AL022141) 
thaliana] 



aldehyde dehydrogenase like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203247 

LIB3083-006-Q1-L1-C7 

BLASTX 

g3367534 

493 

5.0e-50 

116 

82 

(AC004392) Strong similarity to coatamer alpha subunit 
(HEPCOP) homolog gb_U24105 from Homo sapiens. [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 



203248 

LIB3083-006-Q1-L1-C8 



27686 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3738320 

159 

5.0e-ll 

92 

41 

(AC005170) putative cinnamoyl CoA reductase [Arabidopsis 
thaliana] 



O C • In \J • 


203249 


c prf t n 


LIB3083-006-Q1-L1-C9 


Mpthod 


BLASTX 






BLAST score 


574 


E value 


2.0e-59 


K/t -3 4- /™i V"» T d5iT"i n^r r\ 

jyjai-cri -Lciiyni 


121 




86 


iN^OX UcSCIiptlUIl 


fA,T001369} cvtochrome b5 TOlea europaea] 


o e * IN (J • 


?03250 


o orr t n 


LIB3083-006-O1-L1-D1 


\/T/-\ 4- /~i ^ 

i v ie unocj. 


RT.A^TX 


NCBI GI 


g^to / iz i?z 


BLAST score 


165 


E value 


9.0e-12 


Match length 


0 J 


% identity 




nldI Description 


(arnofi9fifM nnknnwn orotein TArabidoDsis thaliana] 


o e q . in u . 


J^< Jl 


oeq. ±u 


T.TR3083-006-O1-L1-D10 


L v lt! L11UU 


BLASTX 


tot hut r*T 


y Z O ujJiJ 


DT 7\ C T 1 cr>r\ro 
i3lj.rt.ol SOOIc 


171 


E value 


3.0e-12 


Match length 


51 


^ iaenniTzy 




imudj. uesciipLioii 


(AF044S841 cold reaulated LTC0R18 [Lavatera thuringi 


o€4« IN u * 


203252 


oeq. 


T.TR3083-006-O1-L1-D12 


Arf <+- V% /"\ 


DlxMO 1 A 


Ln ^ O -L \J J- 


g4262186 


BLAST score 


427 


E value 


2.0e-42 


Match length 


106 


% identity 


75 


NCBI Description 


(AC005508) Highly similar to cullin 3 [Arabidopsis 




thaliana] 


Seq. No. 


203253 


Seq. ID 


LIB3083-006-Q1-L1-D2 


Method 


BLASTX 


NCBI GI 


g2493130 


BLAST score 


351 


E value 


2.0e-33 


Match length 


70 



27687 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



97 

VACUOLAR ATP SYNTHASE SUBUNIT B ISOFORM 2 (V-ATPASE B 
SUBUNIT) >gi_459200 (U07053) vacuolar H+-ATPase subunit B 
[Gossypium hirsutum] 

203254 

LIB3083-006-Q1-L1-D4 

BLASTX 

g2739366 - 

175 

7.0e-13 

90 

39 

(AC002505) SF16 like protein [Arabidopsis thaliana] 
203255 

LIB3083-006-Q1-L1-D5 

BLASTN 

g2842474 

35 

2.0e-10 

91 

85 

Arabidopsis thaliana DNA chromosome 4, BAC clone F20O9 
(ESSAII project) 

203256 

LIB3083-006-Q1-L1-E1 

BLASTX 

g584795 

149 

7.0e-10 

52 
62 

PLASMA MEMBRANE AT PAS E 3 (PROTON PUMP) >gi_170295 (M80490) 
plasma membrane H+ ATPase [Nicotiana plumbaginifolia] 

203257 

LIB3083-006-Q1-L1-E10 

BLASTN 

gll43223 

364 

0.0e+00 
380 
34 

Gossypium barbadense FbLate- 



■2 gene, complete cds 



203258 

LIB3083-006-Q1-L1-E12 

BLASTX 

g730463 

322 

6.0e-30 

105 

59 

60S RIBOSOMAL PROTEIN L37B (YL37) (RP47) 
>gi_630323_pir S44069 ribosomal protein L35a.e.cl5 



- yeast 



27688 




(Saccharomyces cerevisiae) >gi_484241 (L23923) ribosomal 
protein L37 [Saccharomyces cerevisiae] 
>gi_1420537_emb_CAA99454_ (Z75142) ORF YOR234c 

[Saccharomyces cerevisiae] 

Seq. No. 203259 

Seq. ID LIB3083-006-Q1-L1-E5 

Method BLASTX 

NCBI GI g2583130 

BLAST score 177 

E value 6.0e-13 

Match length 113 

% identity 35 

NCBI Description (AC002387) putative reverse transcriptase [Arabidopsis 
thaliana] 

203260 

LIB3083-006-Q1-L1-E7 
BLASTX 
g2511693 
364 

9.0e-35 
132 

54 . 
(Z99954) cysteine proteinase precursor [Phaseolus vulgaris] 

Seq. No. 203261 

Seq. ID LIB3083-006-Q1-L1-E8 

Method BLASTX 

NCBI GI g4455194 

BLAST score 296 

E value 8.0e-27 

Match length 66 

% identity 80 

NCBI Description (AL035440) putative protein [Arabidopsis thalxana] 

Seq. No. 203262 

Seq. ID LIB3083-006-Q1-L1-F11 

Method BLASTX 

NCBI GI g3549667 

BLAST score 490 

E value 1.0e-49 

Match length 117 

% identity 79 

NCBI Description (AL031394) Arabidopsis dynamin-like protein ADL2 
[Arabidopsis thaliana] 

203263 

LIB3083-006-Q1-L1-F12 
BLASTN 
g2980787 
39 

1.0e-12 
75 
88 

Arabidopsis thaliana DNA chromosome 4, PI clone M7J2 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27689 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



'203264 

LIB3083-006-Q1-L1-F2 

BLASTX 

g3851636 

458 

6.0e-46 
107 
81 

(AF098519) 
(AF056316) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



unknown [Avicennia marina] >gi_4128206 
4 OS ribosome protein S7 [Avicennia marina] 



203265 

LIB3083-006-Q1-L1-F3 

BLASTX 

gll72874 

296 

3.0e-27 

81 

70 

DEHYDRATION-RESPONSIVE PROTEIN RD22 PRECURSOR 

>gi 479589_pir S34823 dehydration-induced protein RD22 - 

Arabidopsis thaliana >gi_391608_dbj_BAA0154 6_ (D10703) rd22 

[Arabidopsis thaliana] >gi_447134_prf_1913421A rd22 gene 

[Arabidopsis thaliana] 

203266 

LIB3083-006-Q1-L1-F4 

BLASTX 

g2098709 

378 

2.0e-46 

111 

85 

(U82975) pectinesterase [Citrus sinensis] 
203267 

LIB3083-006-Q1-L1-F6 

BLASTX 

g586076 

419 

1.0e-41 
80 
95 

TUBULIN 
chain - 
tubulin 



BETA-1 CHAIN >gi_486734__pir S35142 tubulin beta 

white lupine >gi_402636_emb_CAA4 9736_ (X70184) Beta 
1 [Lupinus albus] 



203268 

LIB3083-006-Q1-L1-F8 

BLASTX 

g2829204 

509 

9.0e-52 

119 

87 

(AF044204) lipid transfer protein precursor [Gossypium 



27690 



hirsutum] 

Seq. No. 203269 

Seq. ID LIB3083-006-Q1-L1-F9 

Method BLASTX 

NCBI GI g3024121 

BLAST score 373 

E value 4.0e-36 

Match length 89 

% identity 83 

NCBI Description S-ADENOSYLMETHIONINE SYNTHETASE (METHIONINE 

ADENOSYLTRANSFERASE) (ADOMET SYNTHETASE) >gi_1724104 
(U79767) methionine adenosyltransf erase [Mesembryanthemum 
crystallinum] 

Seq. No. 203270 

Seq. ID LIB3083-006-Q1-L1-G1 

Method BLASTX 

NCBI GI g2270994 

BLAST score 218 

E value 3.0e-19 

Match length 74 

% identity 62 

NCBI Description (AF004809) Ca+2-binding EF hand protein [Glycine max] 
203271 

LIB3083-006-Q1-L1-G10 
BLASTX 
g3024028 
578 

5.0e-60 
116 
93 

EUKARYOTIC TRANSLATION INITIATION FACTOR 2 BETA SUBUNIT 
(EIF-2-BETA) 

Seq. No. 203272 

Seq. ID LIB3083-006-Q1-L1-G11 

Method BLASTX 

NCBI GI g3643593 

BLAST score 214 

E value 3.0e-17 

Match length 88 

% identity 57 

NCBI Description (AC005395) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 203273 

Seq. ID LIB3083-006-Q1-L1-G2 

Method BLASTN 

NCBI GI gll43223 

BLAST score 222 

E value 1.0e-122 

Match length 396 

% identity 96 

NCBI Description Gossypium barbadense FbLate-2 gene, complete cds 

Seq. No. 203274 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27691 



Seq. ID 


LIB3083-006-Q1-L1-G5 


Method 


BLASTX 


NCBI GI 


g4091008 


BLAST score 


328 


E value 


1.0e-30 


Match length 


128 


% identity 


55 


NCBI Description 


(AF040700) methionyl- 


Seq. No. 


203275 


Seq. ID 


LIB3083-006-Q1-L1-G7 


Method 


BLASTX 


NCBI GI 


g81816 


BLAST score 


332 


E value 


2.0e-31 


Match length 


78 


% identity 


82 


NCBI Description 


tubulin beta-1 chain 


Seq. No. 


203276 


Seq. ID 


LIB3083-006-Q1-L1-G8 


Method 


BLASTX 


NCBI GI 


g3786005 


BLAST score 


356 


E value 


3.0e-37 


Match lencrth 


119 


% identity 


37 


NCBI Description 


(AC005499) putative ] 




cytidylyltransf erase 


Seq. No. 


203277 


Seq. ID 


LIB3083-006-Q1-L1-H1 


Method 


BLASTX 


NCBI GI 


g3776005 


BLAST score 


374 


E value 


- 2.0e-43 



methionyl-tRNA synthetase [Oryza sativa] 



- soybean 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



98 
93 

(AJ010466) 



RNA helicase [Arabidopsis thaliana] 



203278 

LIB3083-006-Q1-L1-H10 

BLASTX 

g2811278 

512 

4.0e-52 

132 

73 

(AF043284) expansin [Gossypium hirsutum] 
203279 

LIB3083-006-Q1-L1-H11 

BLASTX 

g4544412 

236 

8.0e-20 
117 



27692 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41 

(AC006955) hypothetical protein [Arabidopsis thaliana] 
203280 

LIB3083-006-Q1-L1-H12 

BLASTX 

gl703108 

619 

9.0e-65 

119 
98 

ACT IN 2/7 >gi_2129525_pir S71210 actin 2 - Arabidopsis 

thaliana >gi_2129528_pir_S68107 actin 7 - Arabidopsis 
thaliana >gi_1049307 (U37281) actin-2 [Arabidopsis 
thaliana] >gi_1943863 (U27811) actin7 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



203281 

LIB3083-006-Q1-L1-H2 

BLASTX 

g!076315 

290 

4.0e-26 

128 

45 

cytochrome P450 - Arabidopsis thaliana 
>gi 853719_emb_CAA60793_ (X87367) CYP90 protein 
[Arlbidopsis thaliana] >gi_871988_emb_CAA60794_ (X87368) 
CYP90 protein [Arabidopsis thaliana] 

203282 

LIB3083-006-Q1-L1-H5 

BLASTX 

g2129473 

288 

6.0e-26 

105 

55 

arabinogalactan-like protein - loblolly pine >gi_607774 
(U09556) arabinogalactan-like protein [Pinus taeda] 

203283 

LIB3083-006-Q1-L1-H6 

BLASTX 

g4539389 

296 

5.0e-27 

92 

70 

(AL035526) putative protein kinase [Arabidopsis thaliana] 
203284 

LIB3083-006-Q1-L1-H7 

BLASTX 

g4063751 

288 

8.0e-26 



27693 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



(D 

107 
51 

(AC005851) putative white protein [Arabidopsis thaliana] 
>gi_4510409_gb_AAD214 95.1_ (AC006929) putative white 
protein [Arabidopsis thaliana] 

203285 

LIB3083-006-Q1-L1-H8 

BLASTX 

g3294467 

196 

1.0e-15 

57 

67 

(U8 9341) phosphoglucomutase 1 [Zea mays] 
203286 

LIB3083-006-Q1-L1-H9 

BLASTX 

g2286153 

383 

4.0e-37 

80 

97 

(AF007581) cytoplasmic malate dehydrogenase [Zea mays] 
203287 

LIB3083-007-Q1-L1-A10 

BLASTX 

g464849 

335 

1.0e-31 

100 

70 

TUBULIN ALPHA CHAIN >gi_486847_pir_S36232 tubulin alpha 
chain - almond >gi_20413_emb_CAA47 635_ (X67162) 
alpha- tubulin [Prunus dulcis] 

203288 

LIB3083-007-Q1-L1-A11 

BLASTX 

g4217999 

354 

8.0e-34 

93 

77 

(AC006135) putative ubiquitin — protein ligase 
(ubiquit in-conjugating enzyme) [Arabidopsis thaliana] 

203289 

LIB3083-007-Q1-L1-A5 

BLASTX 

g2642448 

208 

1.0e-16 

84 
27 



27694 



© • 

NCBI Description (AC002391) hypothetical protein [Arabidopsis thaliana] 

>gi_3169187 (AC004401) hypothetical protein [Arabidopsis 
thaliana] 

Seq. No. 203290 

Seq. ID LIB3083-007-Q1-L1-A7 

Method BLASTN 

NCBI GI g2832611 

BLAST score 37 

E value 2.0e-ll 

Match length 132 

% identity 83 

NCBI Description Arabidopsis thaliana DNA chromosome 4, BAC clone F13C5 
(ESSAII project) 

Seq. No. 203291 

Seq. ID LIB3083-007-Q1-L1-B10 

Method BLASTX 

NCBI GI g2245066 

BLAST score 502 

E value 5.0e-51 

Match length 119 

% identity 73 

NCBI Description (Z97342) Beta-Amylase [Arabidopsis thaliana] 

Seq. No. 203292 

Seq. ID LIB3083-007-Q1-L1-B11 

Method BLASTX 

NCBI GI gl086249 

BLAST score 34 6 

E value 7.0e-33 

Match length 99 

% identity 67 

NCBI Description subtilisin-like protease - Alnus glutinosa 

>gi_757522_emb_CAA59964_ (X85975) subtilisin-like protease 
[Alnus glutinosa] 

Seq. No. 203293 

Seq. ID LIB3083-007-Q1-L1-B2 

Method BLASTX 

NCBI GI g2244917 

BLAST score 140 

E value 1.0e-08 

Match length 62 

% identity 42 

NCBI Description (Z97339) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 203294 

Seq. ID LIB3083-007-Q1-L1-B3 

Method BLASTX 

NCBI GI g421929 

BLAST score 471 

E value 2.0e-47 

Match length 98 

% identity 14 

NCBI Description ubiquitin - tomato >gi_312160_emb_CAA51679_ (X73156) 
ubiquitin [Lycopersicon esculentum] 



27695 



Seq. No. 


203295 




Seq. ID 


LIB3083- 


007-Q1-L1-B5 


Method 


BLASTX 




NCBI GI 


gl841462 




BLAST score 


447 




E value 


7.0e-51 




Match length 


119 




% identity 


87 




NCBI Description 


(Y10991) 


Elongation . 


Seq. No. 


203296 




Seq. ID 


LIB3083- 


007-Q1-L1-B6 


Mpt hod 


BLASTX 




NCBI GI 


g586076 




BLAST score 


534 




E value 


8.0e-55 




Match length 


118 




% identity 


82 




NCBI Description 


TUBULIN 


BETA-1 CHAIN 




chain - 


white lupine 



2 [Nicotiana tabacum] 



>gi_486734_pir 
>gi_402636_emb" 
tubulin 1 [Lupinus albus] 



_S35142 tubulin beta 
:AA49736 (X70184) Beta 



Seq. No. 


203297 


Seq. ID 


LIB3083-007-Q1-L1-B8 


Method 


BLASTN 


NCBI GI 


gll43223 


BLAST score 


137 


E value 


4.0e-71 


Match length 


312 


% identity 


40 


NCBI Description 


Gossypium barbadense FbLate-2 


Seq. No. 


203298 


Seq. ID 


LIB3083-007-Q1-L1-C1 


Method 


BLASTX 


NCBI GI 


gll74448 


BLAST score 


160 


E value 


3.0e-ll 


Match length 


79 


% identity 


44 


NCBI Description 


TRANSLOCON-ASSOCIATED PROTEIN 



gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ALPHA SUBUNIT PRECURSOR 
(TRAP-ALPHA) (SIGNAL SEQUENCE RECEPTOR ALPHA SUBUNIT) 
(SSR-ALPHA) >gi_547391 (L32016) alpha-subunit ; putative 
[Arabidopsis thaliana] 

203299 

LIB3083-007-Q1-L1-C11 

BLASTX 

g3175990 

276 

6.0e-25 

75 

71 

(AJ005836) GDP dissociation inhibitor [Cicer arietinum] 



Seq. No. 



203300 



27696 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3083-007-Q1-L1-C5 

BLASTX 

g2642448 

270 

7.0e-24 

115 

16 

(AC002391) hypothetical protein [Arabidopsis thaliana] 
>gi_3169187 (AC004401) hypothetical protein [Arabidopsis 
thaliana] 



Seq. No. 


203301 


Seq. ID 


LIB3083-007-Q1-L1-D1 


Method 


BLASTX 


NCBI GI 


gl632831 


BLAST score 


504 


E value 


3.0e-51 


Match length 


109 


% identity 


90 


NCBI Description 


(Z49698) orf [Ricinus communi 


Seq. No. 


203302 


Seq. ID 


LIB3083-007-Q1-L1-D10 


Method 


BLASTX 


NCBI GI 


gl076627 


BLAST score 


331 


E value 


4.0e-31 


Match length 


100 


% identity 


69 


NCBI Description 


inorganic pyrophosphatase (EC 



>gi_7 9047 9_emb_CAA5 8 7 0 1_ 
[Nicotiana tabacum] 



3.6.1.1) - common tobacco 
(X83730) inorganic pyrophosphatase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203303 

LIB3083-007-Q1-L1-D11 

BLASTX 

g2129473 

207 

1.0e-16 

77 

51 

arabinogalactan-like protein - loblolly pine >gi_607774 
(U09556) arabinogalactan-like protein [Pinus taeda] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



203304 

LIB3083-007-Q1-L1-D12 

BLASTX 

g3335359 

356 

1.0e-36 

100 

80 

(AC003028) unknown protein [Arabidopsis thaliana] 
203305 

LIB3083-007-Q1-L1-D4 
BLASTX 



27697 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3482974 
490 

1.0e-49 

121 

77 

(AL031369) ATP-dependent Clp proteinase-like protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203306 

LIB3083-007-Q1-L1-D5 

BLASTX 

g322750 

588 

4.0e-61 

117 

96 

ubiquitin / ribosomal protein CEP52 - wood tobacco 
>gi_170217 (M74100) ubiquitin fusion protein [Nicotiana 
sylvestris] 



Seq. No. 


203307 


Seq. ID 


LIB3083-007- 


Method 


BLASTX 


NCBI GI 


g4455234 


BLAST score 


177 


E value 


5.0e-13 


Match length 


73 


% identity 


52 


NCBI Description 


(AL035523) ] 


Seq. No. 


203308 


Seq. ID 


LIB3083-007 


Method 


BLASTX 


NCBI GI 


g2642238 


BLAST score 


375 


E value 


4.0e-36 


Match length 


88 


% identity 


86 


NCBI Description 


(AF031241) 



-D8 



endoplasmic reticulum HSC70-cognate binding 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203309 

LIB3083-007-Q1-L1-E10 

BLASTX 

g464840 

507 

1.0e-51 

122 
85 

TUBULIN ALPHA- 1 CHAIN >gi_421781_pir S32666 tubulin 

alpha-1 chain - fern (Anemia phyllitidis) 
>gi_296494_emb_CAA48927_ (X69183) alpha tubulin [Anemia 
phyllitidis] 



Seq. No. 
Seq. ID 
Method 



203310 

LIB3083-007-Q1-L1-E11 
BLASTX 



27698 



NCBI GI 


gl666234 


BLAST score 


139 


E value 


9. Oe-09 


Match length 


42 


% identity 


69 


NCBI Description 


(U76193) actin [Pisum sativum] >gi_1724143 (t 




[Pisum sativum] 


.-Seq. No. 


203311 


Seq. ID 


LIB3083-007-Q1-L1-E3 


Method 


BLASTX 


NCBI GI 


g3175990 


BLAST score 


554 


E value 


4.0e-57 


Match length 


122 


% identity 


84 


NCBI Description 


(AJ005836) GDP dissociation inhibitor [Cicer 


Seq. No. 


203312 


Seq. ID 


LIB3083-007-Q1-L1-E5 


Method 


BLASTX 


NCBI GI 


g2642448 


BLAST score 


223 


E value 


2.0e-18 


Match length 


118 


% identity 


15 


NCBI Description 


(AC002391) hypothetical protein [Arabidopsis 




>gi_3169187 (AC004401) hypothetical protein 




thaliana] 



(U81049) actin 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203313 

LIB3083-007-Q1-L1-E6 

BLASTX 

g4164159 

406 

8.0e-40 

79 

92 

(AB0154 96) ethylene receptor [Passiflora edulis] 
203314 

LIB3083-007-Q1-L1-E7 

BLASTX 

g3482929 

288 

6.0e-26 

122 

50 

(AC003970) Putative transcription factor [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



203315 

LIB3083-007-Q1-L1-E8 

BLASTX 

g2702274 

-251 

1.0e-21 



27699 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



80 
61 

(AC003033) unknown protein [Arabidopsis thaliana] 
203316 

LIB3083-007-Q1-L1-F1 

BLASTX 

g2129597 

477 

4.0e-48 

97 

93 

glutamate dehydrogenase 1 - Arabidopsis thaliana 
>gi_1098960 (U37771) glutamate dehydrogenase 1 [Arabidopsis 
thaliana] >giJL293095 (U53527) glutamate dehydrogenase 1 
[Arabidopsis thaliana] 

203317 

LIB3083-007-Q1-L1-F12 

BLASTX 

g462137 

396 

9.0e-39 

101 

75 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 
203318 

LIB3083-007-Q1-L1-F2 

BLASTX 

g3914394 

444 

3.0e-44 

120 

73 

2 , 3-BI S PHOSPHOGLYCERATE- INDEPENDENT PHOSPHOGLYCERATE MUTASE 
(PHOSPHOGLYCEROMUTASE) (BPG-INDEPENDENT PGAM) (PGAM-I) 

>gi_2118335_pir S60473 phosphoglycerate mutase (EC 

5.4.2.1) - common ice plant >gi_602426 (D16021) 
phosphoglyceromutase [Mesembryanthemum crystallinum] 

203319 

LIB3083-007-Q1-L1-F3 

BLASTX 

g3511285 

597 

3.0e-62 

123 
86 

(AF081534) cellulose synthase [Populus alba x Populus 
tremula] 

203320 

LIB3083-007-Q1-L1-F5 

BLASTX 

gl706958 

379 



27700 



E value 


1 . Ue- Jo 


Match length 




% identity 


68 


jnodi Description 


luoozo^j ceiiuiose syni-nase i ioo ssypiuiu nirsuuLUiij 


Seq. No. 




beq. id 


T TT3*5r\ Q "5_nm- (^1 — T 1 — IT 1 £ 
JjIdjUoo — UU / Ul Lil""r 0 




t->T "A O rnv 


NCBI GI 


g3393062 


BLAST score 


407 


E value 


o. Ue-4u 


Match length 


10 / 


-s ldentxty 


68 


Nubi Description 


(Y17386) putative In2.1 protein [Triticum aestivuiu] 


Seq. No. 


O A O O O O 

20 3322 


beq. id 


JjIdjUo J"UU / yl iil"£ / 


ixieTznoQ 




INV^Dl ul 


y z 4 jjji x 


BLAST score 


546 


E value 


3.0e-56 


Match length 


121 


% identity 


81 


NCBI Description 


(AF024504) contains similarity to prolyl 4-hydroxyl 



alpha subunit [Arabidopsis thaliana] 



Seq. No. 


203323 


Seq. ID 


LIB3083-007-Q1-L1-F8 


Method 


BLASTX 


NCBI GI 


g2253384 


BLAST score 


578 


E value 


6.0e-60 


Match length 


120 


% identity 


92 


NCBI Description 


(AF007100) biotin carboxylase precursor [Glycine 


Seq. No. 


203324 


Seq. ID 


LIB3083-007-Q1-L1-F9 


Method 


BLASTX 


NCBI GI 


g3924596 


BLAST score 


493 


E value 


4.0e-50 


Match length 


104 


% identity 


89 


NCBI Description 


(AF069442) putative phospho-ser/thr phosphatase 




[Arabidopsis thaliana] 


Seq. No. 


203325 


Seq. ID 


LIB3083-007-Q1-L1-G1 


Method 


BLASTX 


NCBI GI 


g4325354 


BLAST score 


335 


E value 


2.0e-31 


Match length 


83 


% identity 


72 



NCBI Description 



(AF128395) contains similarity to retrovirus-related 
polyproteins and to CCHC zinc finger protein (Pfam: 



27701 



PF00098, Score=16.3, E=0.051, E= 1) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203326 

LIB3083-007-Q1-L1-G10 

BLASTX 

g2961372 

573 

5.0e-60 
119 
95 

(AL022141 
thaliana] 
protein L2 



putative ribosomal protein L8 [Arabidopsis 
>gi_3036817_emb_CAAl8507__ (AL022373) ribosomal 
[Arabidopsis thaliana] 



Seq. No. 


203327 


beq. id 


T TMOft^-007-01 -Ll-Gll 


Method 




NCBI bl 




a j_i/\o i score 


o o u 


E value 




Match length 


Q9 


^ iaenuii-y 


a? 

o ^ 


NCBI Description 


fTlAlfrfcC)} hofa-t*nhnl i n ? ["r.n"ninus albusl 


Seq. No. 


203328 


Seq. ID 




Method 


DLlH.O 1 A 


NCBI GI 


gozizi i d 


BiiAoi score 


1 77 
1 / / 


E value 


o . ue ij 


Match lengtn 


7 1 


-s identity 




NCBI Description 


(il / jyo ) prexoiQin suDunit z lixiuo uiu&luiuoj 


Seq. No. 


203329 


Seq. ID 


JjIDjUOj UU t \/L lil uO 


Method 




NCBI GI 


gi 14 ozz J 


BLAST score 


105 


E value 


5.0e-52 


Match length 


324 


% identity 


90 


NCBI Description 


Gossypium barbadense FbLate-2 gene, complete 


Seq. No. 


203330 


Seq. ID 


LIB3083-007-Q1-L1-G9 


Method 


BLASTX 


NCBI GI 


gl619602 


BLAST score 


161 


E value 


2.0e-ll 


Match length 


73 


% identity 


47 


NCBI Description 


(Y08726) MtN3 [Medicago truncatula] 


Seq. No. 


203331 


Seq. ID 


LIB3083-007-Q1-L1-H10 


Method 


BLASTX 



27702 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl703168 
180 

2.0e-13 

92 

46 

BETA-ADAPT IN 1 (PLASMA MEMBRANE ADAPTOR HA2/AP2 ADAPT IN 
BETA SUBUNIT) (CLATHRIN ASSEMBLY PROTEIN COMPLEX 2 BETA 

LARGE CHAIN) (AP105A) >gi_482950_pir B32105 

clathrin-assoclated protein complex 2, beta chain minor 
component - rat >gi_203113 (M77245) beta f -chain clathrin 
associated protein complex AP-1 [Rattus norvegicus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203332 

LIB3083-007-Q1-L1-H11 

BLASTX 

g416758 

227 

7.0e-19 

79 
57 

SERINE CARBOXYPEPTIDASE PRECURSOR >gi_166674 (M81130) 
carboxypeptidase Y-like protein [Arabidopsis thaliana] 

>gi_445120_prf 1908426A carboxypeptidase Y [Arabidopsis 

thaliana] 



Seq. No. 


203333 




Seq. ID 


LIB3083-007-Q1- 


■L1-H12 


Method 


BLASTX 




NCBI GI 


gl370196 




BLAST score 


282 




E value 


3.0e-25 




Match length 


80 




% identity 


74 


[Lotus japonicus] 


NCBI Description 


(Z73947) RAB8D 


Seq. No. 


203334 




Seq. ID 


LIB3083-007-Q1- 


-L1-H4 


Method 


BLASTN 




NCBI GI 


gll43223 




BLAST score 


125 




E value 


7.0e-64 




Match length 


317 




% identity 


88 





NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



203335 

LIB3083-007-Q1-L1-H6 

BLASTX 

g2642443 

200 

1.0e-15 

88 
47 

(AC002391) putative cytochrome P450 [Arabidopsis thaliana] 
203336 

LIB3083-008-Q1-L1-A10 



27703 



BLASTX 

gl33872 

294 

8.0e-27 

93 
70 

30S RIBOSOMAL PROTEIN SI, CHLOROPLAST PRECURSOR (CS1) 

>gi_282838_pir S26494 ribosomal protein SI, chloroplast - 

spinach >gi_322404_pir A44121 small subunit ribosomal 

protein CS1, CS-S2 - spinach >gi_18060_emb_CAA46927__ 

(X66135) ribosomal protein SI [Spinacia oleracea] 
>gi_170143 (M82923) chloroplast ribosomal protein SI 

[Spinacia oleracea] 

203337 

LIB3083-008-Q1-L1-A11 

BLASTX 

g2341041 

391 

5.0e-38 

110 
69 

(AC000104) Arabidopsis thaliana putative ethylene receptor 
(ERS2) gene (gb_AF047976) . EST gb_W43451 comes from this 
gene. [Arabidopsis thaliana] >gi_3687656 (AF047976) 
putative ethylene receptor; ERS2 [Arabidopsis thaliana] 

203338 

LIB3083-008-Q1-L1-A9 

BLASTX 

g2190547 

238 

3.0e-20 

86 

59 

(AC001229) ESTs 

gb_T43256,gb_46316 / gb_N64930,gb_AA395255 / gb__AA404382 come 
from this gene. [Arabidopsis thaliana] 



Seq. No. 203339 

Seq. ID LIB3083-008-Q1-L1-B10 

Method BLASTX 

NCBI GI gl706956 

BLAST score 456 

E value 1.0e-45 

Match length 123 

% identity 77 

NCBI Description (U58283) cellulose synthase [Gossypium hirsutum] 

Seq. No. 203340 

Seq. ID LIB3083-008-Q1-L1-B11 

Method BLASTX 

NCBI GI gl272410 

BLAST score 434 

E value 3.0e-43 

Match length 94 

% identity 87 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27704 



€1 



NCBI Description (U52045) immunophilin precursor [Vicia faba] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203341 

LIB3083-008-Q1-L1-B9 

BLASTX 

gl706956 

580 

3.0e-60 

114 

98 

(U58283) cellulose synthase [Gossypium hirsutum] 
203342 

LIB3083-008-Q1-L1-C10 

BLASTX 

g4512671 

467 

6.0e-47 

123 

72 

(AC006931) unknown protein [Arabidopsis thaliana] 
203343 

LIB3083-008-Q1-L1-C11 

BLASTX 

g4234941 

429 

1.0e-42 

109 

78 

(AF097938) cytosolic phosphoglucomutase [Populus tremula x 
Populus tremuloides] 

203344 

LIB3083-008-Q1-L1-C12 

BLASTN 

g451543 

305 

1.0e-171 

340 

92 

Gossypium barbadense Sea Island proline-rich cell wall 
protein gene complete cds. >gi_1598725_gb_I18370_I18370 
Sequence 25 from patent US 

203345 

LIB3083-008-Q1-L1-C9 

BLASTX 

g2827555 

327 

2.0e-30 

123 

58 

(AL021635) Translation factor EF-1 alpha - like protein 
[Arabidopsis thaliana] 



Seq. No. 



203346 



27705 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3083-008-Q1-L1-D10 

BLASTX 

g2497753 

286 

9.0e-26 

106 
49 

NONSPECIFIC LIPID- TRANSFER PROTEIN 
>gi_1321915_emb_CAA65477_ (X96716) 
[Prunus dulcis] 



3 PRECURSOR (LTP 3) 
lipid transfer protein 



Seq. No. 


203347 


Seq. ID 


LIB3083-008-Q1-L1-E10 


Method 


BLASTX 


NCBI GI 


g3204134 


BLAST score 


517 


E value 


8.0e-53 


Match lencrth 


114 


% identity 


76 


NCBI Description 


(AJ006771) beta-galactosidase [Cicer arietinum] 


Seq. No. 


203348 




LIB3083-008-Q1-L1-E12 


Method 


BLASTX 


NCBI GI 


g4539386 


BLAST score 


325 


F, va 1 hp 

1_* V UXU^ 


3.0e-30 




85 


9; icientitv 


71 


NCRT np>sr , T*ir5t" ion 


(AL035526) extensin-like protein [Arabidopsis thai 


Seq. No. 


203349 


Seq. ID 


LIB3083-008-Q1-L1-E9 


Method 


BLASTX 


NCBI GI 


g3420239 


BLAST score 


323 


R vp? 1 hp 


4.0e-30 


M^i-nhi 1 pnrrth 


62 


& "i Hpnt It v 


98 




(AF059484) actin [Gossypium hirsutum] 


Seq. No. 


203350 


Seq. ID 


LIB3083-008-Q1-L1-F10 


Method 


BLASTX 


NCBI GI 


gll71577 


BLAST score 


145 


E value 


4.0e-09 


Match length 


98 


% identity 


34 


NCBI Description 


(X95343) hypersensitivity-related gene [Nicotiana 


Seq. No. 


203351 


Seq. ID 


LIB3083-008-Q1-L1-F12 


Method 


BLASTX 


NCBI GI 


g4006848 


BLAST score 


272 


E value 


5.0e-24 



27706 



Match length 

% identity 

NCBI Description 



124 
48 

(AJ131433) selenocysteine methyltransf erase [Astragalus 
bisulcatus] 



Seq. No. 203352 

Seq. ID LIB3083-008-Q1-L1-G10 

Method BLASTX 

NCBI GI gl657948 

BLAST score 471 

E value 2.0e-47 

Match length 111 

% identity 82 

NCBI Description (U73466) MipC [Mesembryanthemum crystallmum] 
203353 

LIB3083-008-Q1-L1-G12 
BLASTX 
gl729980 
476 

5.0e-48 
107 
78 

THAUMATIN-LIKE PROTEIN PRECURSOR >gi_2129751_pir S71175 

thaumat in-like protein - Arabidopsis thaliana >gi_536825 
(L34693) thaumat in- like protein [Arabidopsis thaliana] 

>gi_1094863_prf 2106421A thaumatin-like protein 

[Arabidopsis thaliana] 

Seq. No. 203354 

Seq. ID LIB3083-008-Q1-L1-G9 

Method BLASTN 

NCBI GI gll43223 

BLAST score 350 

E value 0.0e+00 

Match length 362 

% identity 27 

NCBI Description Gossypium barbadense FbLate-2 gene, complete cds 

Seq. No. 203355 

Seq. ID LIB3083-008-Q1-L1-H10 

Method BLASTX 

NCBI GI gl076387 

BLAST score 472 

E value 2.0e-47 

Match length 123 

% identity 74 

NCBI Description protein kinase homolog - Arabidopsis thaliana 

>gi_717180_emb_CAA55866_ (X7 9279) protein kinase homologous 
to shaggy and glycogen synthase kinase-3 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 203356 

Seq. ID LIB3083-008-Q1-L1-H11 

Method BLASTX 

NCBI GI g4490727 

BLAST score 141 



27707 




E value 


8.0e-09 


Match length 


108 


% identity 


8 

(AL035709) putative protein [Arabidopsis thaliana] 


NCBI Description 


Seq. No. 


203357 


Seq. ID 


LIB3083-008-Q1-L1-H12 


Method 


BLASTX 


NCBI GI 


g4417283 


BLAST score 


146 


E value 


3.0e-09 


Match length 


57 


% identity 


51 


NCBI Description 


(AC007019) putative cytochrome p450 [Arabidopsis thai: 


Seq. No. 


203358 


Seq. ID 


LIB3083-008-Q1-L1-H9 


Method 


BLASTX 


NCBI GI 


g3212854 


BLAST score 


435 


E value 


3.0e-43 


Match length 


114 


% identity 


77 


NCBI Description 


(AC004005) unknown protein [Arabidopsis thaliana] 


Seq. No. 


203359 


Seq. ID 


LIB3083-009-Q1-L1-D12 


Method 


BLASTX 


NCBI GI 


g2499819 


BLAST score 


334 


E value 


2.0e-31 


Match length 


102 


% identity 


63 


NCBI Description 


ASPARTIC PROTEINASE ORYZASIN 1 PRECURSOR 



>gi_2130068_pir S66516 aspartic proteinase 1 precursor - 

rice >gi_1030715__dbj_BAA06876_ (D32165) aspartic protease 
[Oryza sativa] >gi_1711289_dbj__BAA06875_ (D32144) aspartic 
protease [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203360 

LIB3083-009-Q1-L1-D6 

BLASTX 

g3927831 

244 

6.0e-21 

99 

58 

(AC005727) similar to mouse ankyrin 3 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



203361 

LIB3083-009-Q1-L1-F6 

BLASTX 

gl8734 

551 

9.0e-57 
119 



27708 



% identity 

NCBI Description 

Seq. No* 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



88 

(X52493) DNA-directed RNA polymerase [Glycine max] 
203362 

LIB3083-009-Q1-L1-G11 

BLASTN 

g606941 

52 

2.0e-20 

233 

79 

Gossypium hirsutum C312 clone Fb-B6 unidentified fiber 
mRNA, complete cds 

203363 

LIB3083-009-Q1-L1-G4 

BLASTX 

g3212870 

266 

2.0e-23 

73 

74 

(AC004005) putative N-myristoyltransf erase [Arabidopsis 
thaliana] 

203364 

LIB3083-009-Q1-L1-H11 

BLASTX 

g4235430 

370 

1.0e-35 

98 

73 

(AF098458) latex-abundant protein [Hevea brasiliensis] 
203365 

LIB3083-009-Q1-L1-H6 

BLASTX 

g3892045 

164 

1.0e-ll 

67 

61 

(AC002330) putative zinc finger protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203366 

LIB3083-010-Q1-L1-A12 

BLASTX 

g3114901 

283 

3.0e-26 

111 

64 

(AJ005804) pcbere [Populus balsamifera subsp. 
>gi_3114905_emb_CAA06709_ (AJ005806) pceberh 
balsamifera subsp. trichocarpa] 



trichocarpa] 
[Populus 



27709 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203367 

LIB3083-010-Q1-L1-A3 

BLASTX 

g4417271 

470 

3.0e-47 

105 

80 

(AC007019) putative cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203368 

LIB3083-010-Q1-L1-A5 

BLASTX 

g3859606 

461 

3.0e-46 
121 
71 

(AF104919) 
PF00112, E= 



contains similarity to cysteine proteases 
1.3e-79, N=l) [Arabidopsis thaliana] 



(Pfam: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203369 

LIB3083-010-Q1-L1-A7 

BLASTX 

g2842490 

242 

9.0e-21 

64 

73 

(AL021749) heat-shock protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203370 

LIB3083-010-Q1-L1-B1 

BLASTX 

gl619297 

367 

3.0e-35 

87 

82 

(Y08490) alpha-tubulin 



2 [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203371 

LIB3083-010-Q1-L1-B3 

BLASTX 

gll74592 

219 

3.0e-22 

81 

74 

TUBULIN ALPHA- 1 CHAIN >gi_2119270_pir S60233 alpha-tubulin 

- garden pea >gi_525332 (U12589) alpha-tubulin [Pisum 
sativum] 



Seq. No, 
Seq. ID 



203372 

LIB3083-010-Q1-L1-B5 



27710 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll74592 

649 

3.0e-68 

129 

95 

TUBULIN ALPHA- 1 CHAIN >gi_2119270_pir S60233 alpha-tubulin 

- garden pea >gi_525332 (U12589) alpha-tubulin [Pisum 
sativum] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203373 

LIB3083-010-Q1-L1-B6 

BLASTX 

g3757514 

376 

2.0e-36 

98 

74 

(AC005167) putative plasma membrane intrinsic protein 
[Arabidopsis thaliana] 



Seq. No. 


203374 


Seq. ID 


LIB3083-010-Q1-L1-B7 


Method 


BLASTX 


NCBI GI 


g4204575 


BLAST score 


356 


E value 


5.0e-34 


Match length 


101 


% identity 


68 


NCBI Description 


( AFO 98510) cyt o chrome 


Seq. No. 


203375 


Seq. ID 


LIB3083-010-Q1-L1-C11 


Method 


BLASTX 


NCBI GI 


g2511590 


BLAST score 


240 


E value 


3.0e-23 


Match length 


95 


% identity 


68 


NCBI Description 


(Y13692) multicatalyt 



component, beta subunit [Arabidopsis thaliana] >gi_3421111 
(AF043534) 20S proteasome beta subunit PBD1 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203376 

LIB3083-010-Q1-L1-C3 

BLASTX 

g3881507 

315 

5.0e-29 

103 

53 

(Z47357) cDNA EST yk375c3.5 comes from this gene; cDNA EST 
yk375c3.3 comes from this gene [Caenorhabditis elegans] 



Seq. No. 
Seq. ID 



203377 

LIB3083-010-Q1-L1-C4 



27711 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4056469 

375 

2.0e-41 

121 

76 

(AC005990) Strong similarity to gb_M95166 ADP-ribosylation 
factor from Arabidopsis thaliana. ESTs gb_Z25826, 
gb_R90191, gb_N65697, gb_AA713150, gb_T46332, gb_AA040967, 
gb_AA712956, gb_T46403, gb_T46050, gb_AI100391 and 
gb_Z25043 come from t 



tD \u • Vi \J a 


203378 


Seq. ID 


LIB3083-010-Q1-L1-C5 


Method 


BLASTX 


NCBI GI 


g2961300 


BLAST score 


317 


E value 


3.0e-29 


Match length 


76 


% identity 


82 


NCBI Description 


(AJ225027) ribosomal protein 


Seq. No. 


203379 


Seq. ID 


LIB3083-010-Q1-L1-C7 


Method 


BLASTX 


NCBI GI 


g!856971 


BLAST score 


199 


E value 


8.0e-16 


Match length 


80 


% identity 


57 


NCBI Description 


(D26058) This gene is specif: 



periwinkle cells. [Catharanthus roseus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203380 

LIB3083-010-Q1-L1-D1 

BLASTX 

g4406820 

260 

6.0e-23 
63 
79 

(AC006201) 
thaliana] 



putative ras superfamily member [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203381 

LIB3083-010-Q1-L1-D3 

BLASTX 

g4115377 

296 

8.0e-27 

123 
53 

(AC005967) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



203382 

LIB3083-010-Q1-L1-D6 



27712 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2632254 

282 

4.0e-25 

100 

55 

(Y12465) serine/threonine kinase [Sorghum bicolor] 



203383 

LIB3083-010-Q1-L1-E12 

BLASTX 

g3163946 

407 

3.0e-40 

84 

94 

(AJ005599) alpha-tubulin 1 



[Eleusine indica] 



203384 

LIB3083-010-Q1-L1-E4 

BLASTX 

g2267567 

400 

3.0e-39 

93 

84 

(AF009003) glycine-rich RNA binding protein 1 [Pelargonium 
x hortorum] >gi_2267569 (AF009004) glycine-rich RNA binding 
protein 2 [Pelargonium x hortorum] 



Seq. No. 


203385 


Seq. ID 


LIB3083-010- 


Method 


BLASTX 


NCBI GI 


g4490301 


BLAST score 


184 


E value 


3.0e-14 


Match length 


70 


% identity 


49 


NCBI Description 


(AL035678) 


Seq. No. 


203386 


Seq. ID 


LIB3083-010 


Method 


BLASTX 


NCBI GI 


g2285792 


BLAST score 


507 


E value 


2.0e-51 


Match length 


152 


% identity 


68 


NCBI Description 


(AB004568) 



-E8 



cyanase [Arabidopsis thaliana] 
>gi_3287503_dbj_BAA31224_ (AB015748) cyanase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



203387 

LIB3083-010-Q1-L1-F3 

BLASTX 

g4490342 

452 



27713 



(1 



E value 


4 . Ue — 40 


Match length 


TOO 

loo 


% identity 


"7 A 

/u 


iml-di Description 


^fiijU jo do d j puLaLive proLein L/iraoiaopsis cna.iia.naj 


Seq. No. 




oeq. iu 


t TP^np^-rn n— m — t i _ 

LIdjUoj U1U yl JjI £ 0 


Method 


rjT TV o T V 


NCBI GI 


g2642443 


BLAST score 


262 


E value 


y . ue-z o 


Match length 


145 


% identity 


34 


NCBI Description 


(ACuu^3yl) putative cytochrome P4otJ LAraoiaopsis thai 


Seq, No. 


203389 


oeq* iu 


IiIdoUoo - uiu~yi — lil-*r O 


Method 


jjt aOTY 


NCBI GI 


g974294 


BLAST score 


267 


E value 


<c . Ue-zo 


Match length 


yo 


% identity 


58 


NCBI Description 


(UJliOy) LPo LPmus taedaj 


Seq. No. 


A A O ""5 A A 

203390 


Seq. ID 


TTTDOAOO A "1 A i^i 1 Tl f*"" 1 A 

LIBoUoo-UlU-Ql-Ll-GlU 


Method 






rr1 A/1 Q1 7Q 

gi4 4 y i / y 


BLAST score 


201 


E value 


1.0e-15 


Match length 


78 


% identity 


58 


NCBI Description 


(D86506) N-ethylmaleimide sensitive fusion protein 



[Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203391 

LIB3083-010-Q1-L1-G12 

BLASTX 

gl346172 

349 

2.0e-33 

90 

80 

78 KD GLUCOSE REGULATED PROTEIN HOMOLOG PRECURSOR (GRP 78) 
(IMMUNOGLOBULIN HEAVY CHAIN BINDING PROTEIN HOMOLOG) (BIP) 
>gi_170384 (L08830) glucose-regulated protein 78 
[Lycopersicon esculentum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



203392 

LIB3083-010-Q1-L1-G4 

BLASTX 

g3702332 

169 

3.0e-14 

83 

54 



27714 



NCBI Description (AC005397) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203393 

LIB3083-010-Q1-L1-H5 

BLASTX 

g2500197 

625 

2.0e-65 

123 
96 

RAC-LIKE GTP BINDING PROTEIN RAC13 >gi_1361976j?ir S57325 

GTP-binding protein Rac 13 - upland cotton 
>giJL087111_bbs_170156 (S79308) 21.8 kda GTP-binding 
protein=Racl3 [Gossypium hirsutum=cotton plants, cv. Acala 
SJ-2, boll fibers, Peptide, 196 aa] [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203394 

LIB3083-010-Q1-L1-H7 

BLASTX 

g3367517 

342 

3.0e-32 * 

114 

53 

(AC004392) 
gi_3128187 
gb_N97083, 



Similar to F4I1.26 putative beta-glucosidase 
from A. thaliana BAC gb_AC004521. ESTs 
gb_F19868 and gb_F15482 come from this gene. 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203395 

LIB3083-011-Q1-L1-A1 

BLASTN 

g2501849 

41 

7.0e-14 

61 

92 

Nicotiana tabacum GDP dissociation inhibitor 
complete cds 



(GDI) mRNA, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203396 

LIB3083-011-Q1-L1-A10 

BLASTX 

g2323344 

365 

3.0e-35 

81 

80 

(AF014806) alpha-glucosidase 1 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



203397 

LIB3083-011-Q1-L1-B1 

BLASTX 

g3123271 

354 

6.0e-34 
73 



27715 



% identity 92 

NCBI Description 40S RIBOSOMAL PROTEIN S6 >gi_2224751__emb_CAA74381_ (Y14052) 
ribosomal protein S6 [Arabidopsis thaliana] 



Seq. No. 


203398 




LIB3083-011-Q1-L1-B10 




BLASTX 


NPRT GI 

Vi \^ LJ _L vJ± 


gl052973 


BLAST score 


407 


Hi v ci — i- 


4 .0e-40 


Mair*}! lpncrth 


94 


% identity 


86 


NCBI Description 


(U37838) fructokinase 


Seq. No. 


203399 


Seq. ID 


LIB3083-011-Q1-L1-B11 




BLASTX 


NPRT GT 

LN^slJX V7-L 


gl915974 




188 


V TT3 llip 
JLt VCIJ-U.C 


1.0e-14 


L v id.LOii xciiy Lit 


45 


& "i Honf "i i~\7 
^ _LU.t2.Ll L-L L. y 


89 


NCBI Description 


( U 62 3 2 9 ) f r uc t o kinas e 




( U 6 4 8 1 8 ) f r uc t o kinase 


Seq. No. 


203400 


Seq. ID 


LIB3083-011-Q1-L1-B5 


Method 


BLASTX 


NCBI GI 


g!064826 


BLAST score 


221 


E value 


2.0e-18 



[Lycopersicon esculentum] 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



57 
82 

(D78206) Actin [Ipomoea nil] 
203401 

LIB3083-011-Q1-L1-C12 

BLASTN 

gll43223 

180 

6.0e-97 

228 

24 

Gossypium barbadense FbLate-2 gene, complete cds 
203402 

LIB3083-011-Q1-L1-C3 

BLASTX 

g940288 

220 

7.0e-18 

75 

60 

(L43510) protein localized in the nucleoli of pea nuclei; 
ORF; putative [Pisum sativum] 



Seq. No. 



203403 



27716 



Seq. ID 


LIB3083-011-Q1-L1-D1 


Method 


BLASTX 


NCBI GI 


g2842490 


BLAST score 


263 


TT, va 1 hp 

III vdXUC 


6.0e-23 


Match length 


70 


% identitv 


76 


NCBI Description 


(AL021749) heat-shock protein [Arabidopsis thaliana] 


Seq. No. 


203404 


Seq. ID 


LIB3083-011-Q1-L1-D10 


Method 


BLASTX 


NCBI GI 


g2052379 


BLAST score 


258 


E value 


2.0e-22 


Match length 


65 


^ identitv 


75 


NCBI Description 


(U66343) calreticulin [Arabidopsis thaliana] 


Seq. No. 


203405 


Seq. ID 


LIB3083-011-Q1-L1-E11 


Method 


BLASTX 


NCBI GI 


g4097579 


BLAST score 


128 


lit V CI _L LL 


2.0e-09 


Matph lencrth 


59 


O X ^-iC ill — L l. 


57 


NCBI Description 


(U64922) NTGP1 [Nicotiana tabacum] 


Sea No. 


203406 


Seq. ID 


LIB3083-011-Q1-L1-G10 


Lie? 


BLASTX 


NCBI GI 


al708314 




350 


E value 


4.0e-33 


Match length 


68 


% i Hpnt it v 


93 


WPRT Dp^rriDtion 


HEAT SHOCK PROTEIN 83 >gi_169296 (M99431) heat shock 


protein 83 [Pharbitis nil] >gi_445625_prf 1909372A 




shock protein 83 [Ipomoea nil] 


Sea. No. 


203407 


Seq. ID 


LIB3083-011-Q1-L1-G2 


Method 


BLASTX 


NCBI GI 


g4558659 


BLAST score 


395 


E value 


2.0e-38 


Mstnh 1 pnerth 


102 


& i Hpnt" "i t v 


68 


NCBI Description 


(AC007063) unknown protein [Arabidopsis thaliana] 


Sea No . 


203408 


Seq. ID 


LIB3083-012-Q1-L1-A1 


Method 


BLASTX 


NCBI GI 


gl36739 


BLAST score 


457 


E value 


6.0e-46 



27717 



Match length 

% identity 

NCBI Description 



101 
87 

UTP — GLUCOSE- 1- PHOSPHATE URI D YL YLT RAN SFE RASE (UDP-GLUCOSE 

PYROPHOSPHORYLASE) (UDPGP) >gi_67061_pir XNPOU 

UTP — glucose-l-phosphate uridyl yltransf erase (EC 2.7.7.9) 
potato >gi_218001_dbj_BAA00570_ (D00667) UDP-glucose 
pyrophosphorylase precursor [Solanum tuberosum] 



Sea- No. 


203409 


Seq. ID 


LIB3083-012-Q1-L1-A10 


Method 


BLASTN 


NCBI GI 


g2829203 


BLAST score 


63 


E value 


5.0e-27 


Match length 


127 


% identity 


87 


NCBI Descriotion 


Gossypium hirsutum cultivar Siokra 1-2 lipid transfer 


protein precursor (LTP) mRNA, complete cds 


Spa No. 


203410 




LIB3083-012-Q1-L1-A11 


Mof Vi or? 


BLASTX 


NCBI GI 


g3785987 


DlxriD J. OL-UIC 


156 


E value 


2.0e-10 


Match length 


87 


Of •! /-J eari f"i 

O -LVjtCll 11 L.y 


39 


\ir i 'RT noGfri n+" "i fin 
IN^CL UcDOLipuiUll 


(AC005560) hypothetical protein [Arabidopsis thaliana 


O C ^ . 1^ w • 


203411 




LIB3083-012-O1-L1-A2 




BLASTX 

.LJ JJT1U X a 3b 


NCBI GI 


gl706956 




681 


E value 


5.0e-72 


Match length 


129 




98 


NTPRT npcrr n nt i on 


(U58283) cellulose synthase [Gossypium hirsutum] 


OU^< IN (J • 


203412 


Op/y Tf) 


LIB3083-012-Q1-L1-A5 


Lxiei-iiuu. 


BLASTX 


NCBI GI 


g2811278 


BLAST score 


204 


E value 


1.0e-16 


Match length 


62 


% identity 


65 


NCBI Description 


(AF043284) expansin [Gossypium hirsutum] 


Seq. No. 


203413 


Seq. ID 


LIB3083-012-Q1-L1-A6 


Method 


BLASTN 


NCBI GI 


g2829205 


BLAST score 


213 


E value 


1.0e-116 


Match length 


301 


% identity 


25 



27718 



NCBI Description Gossypium hirsutum cultivar Siokra 1-2 proline-rich protein 
precursor (PRP) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203414 

LIB3083-012-Q1-L1-A8 

BLASTN 

gl000089 

234 

1.0e-129 

272 

96 

Gossypium barbadense clone SIE6-3B E6 gene, complete cds 
203415 

LIB3083-012-Q1-L1-B10 

BLASTN 

gll43223 

80 

4.0e-37 
258 
40 

Gossypium barbadense FbLate-2 gene, 



complete cds 



Seq. No. 
Seq. ID 



203416 

LIB3083-012-Q1-L1-B12 

BLASTX 

g2454182 

403 

2.0e-39 

85 

93 

(U80185) pyruvate dehydrogenase El alpha subunit 
[Arabidopsis thaliana] 

203417 

LIB3083-012-Q1-L1-B2 

BLASTX 

g3047117 

315 

1.0e-29 

64 

92 

(AF058919) similar to ATP-dependent RNA helicases 
[Arabidopsis thaliana] 

203418 

LIB3083-012-Q1-L1-B3 

BLASTX 

g3643611 

266 

8.0e-24 

74 

61 

(AC005395) putative casein kinase [Arabidopsis thaliana] 
203419 

LIB3083-012-Q1-L1-B4 



27719 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

gll43223 

120 

5.0e-61 

314 

42 

Gossypium barbadense FbLate-2 gene, complete cds 
203420 

LIB3083-012-Q1-L1-B5 

BLASTX 

g3176098 

370 

1.0e-35 

110 

68 

(Y15036) annexin [Medicago truncatula] 
203421 - 

LIB3083-012-Q1-L1-B7 

BLASTX 

g2244910 

151 

4.0e-10 

33 

88 

(Z97339) unnamed protein product [Arabidopsis thaliana] 
203422 

LIB3083-012-Q1-L1-B8 

BLASTX 

g3024126 

627 

1.0e-65 

128 

94 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 
>gi_1655576_emb_CAA95856__ (Z71271) S-adenosyl-L-methionine 
synthetase 1 [Catharanthus roseus] 

203423 

LIB3083-012-Q1-L1-B9 

BLASTX 

gll70938 

232 

1.0e-19 

90 

60 

S-ADENOSYLMETHIONINE SYNTHETASE 2 (METHIONINE 
ADENOSYLTRANSFERASE 2) (ADOMET SYNTHETASE 2) 

>gi_481566_pir S38875 methionine adenosyltransf erase (EC 

2.5.1.6) - tomato >gi_4 2 9 1 0 6_emb_CAA8 0 8 6 6_ (Z24742) 
S-adenosyl-L-methionine synthetase [Lycopersicon 
esculentum] 



Seq. No. 



203424 



27720 



Seq. ID 


LIB3083-012-Q1-L1-C1 


Method 


BLASTX 


NCBI GI 


gl706958 


BLAST score 


647 


E value 


5.0e-68 


Match length 


123 


% identity 


97 


NCBI Description 


(U58284) cellulose synthase [Gossypium hirsutum} 


Seq, No. 


203425 


Seq. ID 


LIB3083-012-Q1-L1-C6 


Method 


BLASTX 


NCBI GI 


gl23548 


BLAST score 


235 


E value 


3.0e-20 


Match length 


55 


% identity 


82 


NCBI Description 


17.8 KD CLASS I HEAT SHOCK PROTEIN (CLONE DCHSP17 .7) 


>gi 18353 emb_CAA37847_ (X53851) heat shock protein [Daucus 




carota] 


Seq, No. 


203426 


Seq. ID 


LIB3083-012-Q1-L1-C9 


Method 


BLASTX 


NCBI GI 


g2462745 


BLAST score 


168 


E value 


6.0e-12 


Match length 


62 


% identity ' v 


45 


NCBI Description 


(AC002292) Hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


203427 


Seq* ID 


LIB3083-012-Q1-L1-D10 


Method 


BLASTX 


NCBI GI 


gl706958 


BLAST score 


199 


-E value 


9.0e-16 


Match length 


41 


% identity 


93 


NCBI Description 


(U58284) cellulose synthase [Gossypium hirsutum] 


Seq. No. 


203428 


Seq. ID 


LIB3083-012-Q1-L1-D12 


Method 


BLASTX 


NCBI GI 


gl321941 


BLAST score 


293 


E value 


1.0e-26 


Match length 


99 


% identity 


64 


NCBI Description 


(Z48564) dihydrolipo amide dehydrogenase [Synechocystis 




PCC6803] 


Seq. No. 


203429 


Seq. ID 


LIB3083-012-Q1-L1-D3 


Method 


BLASTX 


NCBI GI 


g4490733 


BLAST score 


184 



27721 



E value 


5.0e-14 


Match length 


58 


% identity 


67 


NCBI Description 


(AL035709) putative protein [Arabidopsis 


Seq. No. 


203430 


Seq. ID 


LIB3083-012-Q1-L1-D4 


Method 


BLASTX 


NCBI GI 


g2760345 


BLAST score 


607 


E value 


2.0e-63 


Match length 


127 


% identity 


24 


NCBI Description 


(U84967) ubiquitin [Arabidopsis thaliana 


Seq. No. 


203431 


Seq. ID 


LIB3083-012-Q1-L1-D5 


Method 


BLASTX 


NCBI GI 


g2828280 


BLAST score 


450 


E value 


5.0e-45 


Match length 


90 


% identity 


90 


NCBI Description 


(AL021687) putative protein [Arabidopsis 



>gi_2 83263 3_emb_CAAl 67 62_ 
[Arabidopsis thaliana] 



(AL021711) putative protein 



Seq. No. 


203432 


Seq. ID 


LIB3083-012-Q1-L1-D6 


Method 


BLASTX 


NCBI GI 


g3309243 


BLAST score 


472 


E value 


3.0e-50 


Match length 


114 


% identity 


91 


NCBI Description 


(AF073507) aconitase-iron regulated protein 1 [C 




limon] 


Seq. No. 


203433 


Seq. ID 


LIB3083-012-Q1-L1-D7 


Method 


BLASTX 


NCBI GI 


gl706958 


BLAST score 


438 


E value 


1.0e-43 


Match length 


108 


% identity 


84 


NCBI Description 


(U58284) cellulose synthase [Gossypium hirsutum] 


Seq. No. 


203434 


Seq. ID 


LIB3083-012-Q1-L1-D8 


Method 


BLASTX 


NCBI GI 


g2129613 


BLAST score 


495 


E value 


3.0e-50 


Match length 


124 


% identity 


73 


NCBI Description 


homeotic protein BEL1 - Arabidopsis thaliana >gi 



[Citrus 



27722 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(U39944) BELLI [Arabidopsis thaliana] 



203435 

LIB3083-012-Q1-L1-D9 

BLASTX 

g!168480 

141 

7.0e-09 

81 

38 

AQUAPORIN >gi_604477 
canescens] 



(U18403) aquaporin [Atriplex 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



203436 

LIB3083-012-Q1-L1-E1 

BLASTX 

g3421134 

361 

1.0e-34 

102 

76 

(AF045666) arginine decarboxylase [Theobroma cacao] 



203437 

LIB3083-012-Q1-L1-E12 

BLASTX 

g2737973 

251 

9.0e-22 

85 

58 

(U83625) protein kinase 



ZirtMEKl [Zea mays] 



203438 

LIB3083-012-Q1-L1-E5 

BLASTX 

g4139264 

233 

1.0e-19 

43 

100 

(AF111812) actin [Brassica napus] 
203439 

LIB3083-012-Q1-L1-E7 

BLASTX 

gl69363 

200 

9.0e-16 

59 

54 

(M75856) PVPR3 [Phaseolus vulgaris] 
203440 

LIB3083-012-Q1-L1-F10 

BLASTX 

g2454182 



27723 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



(D 



219 

3.0e-18 

42 
98 

(U80185) pyruvate dehydrogenase El alpha subunit 
[Arabidopsis thaliana] 



Seq. No. 203441 

Seq. ID LIB3083-012-Q1-L1-F2 

Method BLASTX 

NCBI GI g2583125 

BLAST score 589 

E value 3.0e-61 

Match length 115 

% identity 93 

NCBI Description (AC002387) putative transketolase precursor [Arabxdopsis 
thaliana] 

Seq. No. 203442 

Seq. ID LIB3083-012-Q1-L1-F3 

Method BLASTX 

NCBI GI g2996096 

BLAST score 465 

E value 6.0e-47 

Match length 87 

% identity 99 

NCBI Description (AF030517) translation elongation factor- 1 alpha; EF-1 
alpha [Oryza sativa] 

Seq. No. 203443 

Seq. ID LIB3083-012-Q1-L1-F6 

Method BLASTX 

NCBI GI g4138137 

BLAST score 476 

E value 5.0e-48 

Match length 113 

% identity 73 

NCBI Description (AJ012796) ss-galactosidase [Lycopersicon esculentum] 

Seq. No. 203444 

Seq. ID LIB3083-012-Q1-L1-F7 

Method BLASTX 

NCBI GI g267069 

BLAST score 364 

E value 2.0e-35 

Match length 67 

% identity 100 

NCBI Description TUBULIN ALPHA- 2 /ALPHA- 4 CHAIN >gi_320183_pir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi_166914 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84 697) alpha-4 tubulin [Arabidopsis thaliana] 



Seq. No. 203445 

Seq. ID LIB3083-012-Q1-L1-F8 

Method BLASTX 

NCBI GI * g4115377 

BLAST score 436 



27724 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-43 

112 

71 

(AC005967) unknown protein [Arabidopsis thaliana] 
203446 

LIB3083-012-Q1-L1-F9 

BLASTX 

g3033380 

281 

9.0e-36 

97 

80 

(AC004238) putative coatomer epsilon subunit [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203447 

LIB3083-012-Q1-L1-G11 

BLASTX 

g3850587 

230 

1.0e-19 

56 

88 

(AC005278) Strong similarity to gi_2244780 hypothetical 
protein from Arabidopsis thaliana chromosome 4 contig 
gb_Z97335. [Arabidopsis thaliana] 



Seq. No. 


203448 


Seq. ID 


LIB3083-012-Q1-L1-G3 


Method 


BLASTX 


NCBI GI 


g2104530 


BLAST score 


365 


E value 


3.0e-35 


Match length 


89 


% identity 


75 


NCBI Description 


(AF001308) PROLIFERA [Arabidopsis thaliana 


(AF0 01535) AGAA.2, PROLIFERA [Arabidopsis 


Seq. No. 


203449 


Seq. ID 


LIB3083-012-Q1-L1-G5 


Method 


BLASTX 


NCBI GI 


g2244861 


BLAST score 


149 


E value 


8.0e-10 


Match length 


54 


% identity 


57 


NCBI Description 


(Z97337) cucumisin [Arabidopsis thaliana] 


Seq. No. 


203450 


Seq. ID 


LIB3083-012-Q1-L1-G8 


Method 


BLASTX 


NCBI GI 


gll73200 


BLAST score 


154 


E value 


4.0e-10 


Match length 


48 


% identity 


67 



27725 



NCBI Description 4 OS RIBOSOMAL PROTEIN S14 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203451 

LIB3083-012-Q1-L1-G9 

BLASTN 

g2828187 

32 

1.0e-08 

48 
92 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K21C13, complete sequence [Arabidopsis thaliana] 

203452 

LIB3083-012-Q1-L1-H11 

BLASTX 

g4490704 

178 

3.0e-13 

93 

40 

(AL035680) putative protein [Arabidopsis thaliana] 
203453 

LIB3083-012-Q1-L1-H12 

BLASTX 

gl35452 

517 

6.0e-53 

103 
88 

TUBULIN BETA-1 CHAIN >gi_170060 (M21296) S-beta-1 tubulin 
[Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203454 

LIB3083-012-Q1-L1-H8 

BLASTX 

g2661840 

339 

4.0e-32 

100 

63 

(Y15430) adenosine kinase [Physcomitrella patens] 
203455 

LIB3083-012-Q1-L1-H9 

BLASTX 

g2497486 

362 

1.0e-34 

97 

77 

URIDYLATE KINASE (UK) (URIDINE MONOPHOSPHATE KINASE) (UMP 
KINASE) >gi_2121275 (AF000147) UMP/CMP kinase [Arabidopsis 
thaliana] 



Seq. No. 



203456 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3083-013-Q1-L1-A6 

BLASTX 

g417154 

237 

6.0e-20 

47 

91 

HEAT SHOCK PROTEIN 82 >gi_100685_pir S25541 heat shock 

protein 82 - rice (strain Taichung Native One) 
>gi_20256_emb_CAA77978_ (Z11920) heat shock protein 82 
(HSP82) [Oryza sativa] 



Seq. No. 


203457 


Seq. ID 


LIB3083-013-Q1-L1- 


Method 


BLASTX 


NCBI GI 


g2911801 


BLAST score 


262 


E value 


7.0e-24 


Match length 


61 


% identity 


95 


NCBI Description 


(AF009565) alpha-- 


Seq. No. 


203458 


Seq. ID 


LI-B3Q83-013-Q1-L1 


Method 


BLASTX 


NCBI GI 


g267146 


BLAST score 


318 


E value 


1.0e-29 


Match length 


91 


% identity 


70 


NCBI Description 


DNA TOPOISOMERASE 




(EC 5.99.1.2) I - 



S22864 DNA topoi some rase 



>gi_16558_emb_CAA40763_ (X57544) topoisomerase I 

[Arabidopsis thaliana] >gi_445137_prf 1908437A 

topoisomerase I [Arabidopsis thaliana] 



Seq. No. 


203459 


Seq. ID 


LIB3083-013-Q1-L1-D5 


Method 


BLASTN 


NCBI GI 


g2811277 


BLAST score 


49 


E value 


8.0e-19 


Match length 


97 


% identity 


88 


NCBI Description 


Gossypium hirsutum expansin 


Seq. No. 


203460 


Seq. ID 


LIB3083-013-Q1-L1-E5 


Method 


BLASTX 


NCBI GI 


g4371292 


BLAST score 


174 


E value 


4.0e-13 


Match length 


59 


% identity 


57 


NCBI Description 


(AC006260) unknown protein 


Seq. No. 


203461 



27727 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3083-013-Q1-L1-F3 

BLASTX 

g2497743 

146 

3.0e-09 

47 

62 

NONSPECIFIC LIPID- TRANSFER PROTEIN PRECURSOR (LTP) (GH3) 
>gi_999315_bbs_l 66991 (S78173) LTP=lipid transfer protein 
[Gossypium hirsutum=cotton, fiber, Peptide, 120 aa] 
[Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203462 

LIB3083-013-Q1-L1-H1 

BLASTX 

g4115377 

162 

1.0e-ll 

42 
79 

(AC005967) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203463 

LIB3083-014-Q1-L1-A1 

BLASTX 

g3522942 

180 

1.0e-13 

55 
65 

(AC004411) hypothetical protein [Arabidopsis thaliana] 



Seq. No. ^ 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203464 

LIB3083-014-Q1-L1-A11 

BLASTX 

g4056467 

281 

3.0e-25 

85 

62 

(AC005990) Strong similarity to gb_AB006693 spermidine 
synthase from Arabidopsis thaliana. ESTs gb_AA389822, 
gb_T41794, gb_N38455, gb_AI100106, gb_F14442 and gb_F1425« 
come from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



203465 

LIB3083-014-Q1-L1-A4 

BLASTN 

gl66895 

36 

6.0e-ll 

48 

94 

A. thaliana alpha-l-tubulin gene, 
203466 

LIB3083-014-Q1-L1-A5 



complete cds 



27728 



® 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g451543 

79 

2.0e-36 

140 

87 

Gossypium barbadense Sea Island proline-rich cell wall 
protein gene complete cds. >gi_1598725_gb_I1837 0_I18370 
Sequence 25 from patent US 

203467 

LIB3083-014-Q1-L1-A6 

BLASTX 

g2827143 

347 

5.0e-33 

95 

56 

(AF027174) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 

203468 

LIB3083-014-Q1-L1-B1 

BLASTX 

g3738208 

248 

3.0e-21 

84 

58 

(AL031853) strong similarity to human Rev interacting 
protein Rip-1 [Schizosaccharomyces pombe] 

203469 

LIB3083-014-Q1-L1-B10 

BLASTX 

g2154609 

264 

4.0e-23 

97 

58 

(D63509) endoxyloglucan transferase related protein 
[Arabidopsis thaliana] >gi_4522010_gb_AAD21783 . 1_ 
(AC007069) endoxyloglucan transferase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203470 

LIB3083-014-Q1-L1-C1 

BLASTX 

g4115931 

157 

1.0e-10 

60 

62 

(AF118223) contains similarity to Guillardia theta ABC 
transporter (GB: AF041468) [Arabidopsis thaliana] 



Seq. No. 



203471 



27729 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3083-014-Q1-L1-C11 

BLASTX 

g464840 

558 

1.0e-57 

106 

98 

TUBULIN ALPHA- 1 CHAIN >gi_42178 l_pir S32666 tubulin 

alpha- 1 chain - fern (Anemia phyllitidis) 
>gi_296494_emb_CAA48927_ (X69183) alpha tubulin [Anemia 
phyllitidis] 

203472 

LIB3083-014-Q1-L1-C2 

BLASTX 

g2497753 

167 

5.0e-12 
82 
39 

NONSPECIFIC LIPID-TRANSFER PROTEIN 
>gi_1321915_emb_CAA65477_ (X96716) 
[Prunus dulcis] 



3 PRECURSOR (LTP 3) 
lipid transfer protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203473 

LIB3083-014-Q1-L1-C3 

BLASTX 

g232024 

534 

9.0e-55 

115 

87 

PROTEIN E6 >gi_421806_pir A46130 fiber protein - upland 

cotton >gi_2129498_pir S65061 fiber protein E6 (clone 

CKE6-1A) - upland cotton >gi_167323 (M92051) 5 T start site 
is putative; putative [Gossypium hirsutum] >gi_1000084 
(U30505) E6 [Gossypium hirsutum] 



Seq. No. 203474 

Seq. ID LIB3083-014-Q1-L1-C4 

Method BLASTX 

NCBI GI g549060 

BLAST score 163 

E value 2.0e-ll 

Match length 53 

% identity 60 

NCBI Description T-COMPLEX PROTEIN 1, ETA SUBUNIT (TCP-1-ETA) (CCT-ETA) 

>gi_631656_pir S43058 CCTeta protein eta chain - mouse 

>gi_468504_emb_CAA83274_ (Z31399) CCTeta, eta subunit of 
the chaperonin containing TCP-1 (CCT) [Mus musculus] 



Seq. No. 203475 

Seq. ID LIB3083-014-Q1-L1-C6 

Method BLASTX 

NCBI GI gl694976 

BLAST score 291 

E value 1.0e-26 



27730 



Match length 

% identity 

NCBI Description 



69 
77 

(Y09482) HMG1 [Arabidopsis thaliana] 

>gi_2832361_emb_CAA74402_ (Y14073) HMG protein [Arabidopsis 
thaliana] 



Seq. No. 


203476 


Seq. ID 


LIB3083H 


Method 


BLASTX 


NCBI GI 


g3044212 


BLAST score 


359 


E value 


2.0e-34 


Match length 


90 


% identity 


74 


NCBI Description 


(AF05704 


Seq. No. 


203477 


Seq. ID 


LIB3083- 


Method 


BLASTX 


NCBI GI 


g974782 


BLAST score 


276 


E value 


1.0e-24 


Match length 


57 


% identity 


96 


NCBI Description 


(Z49150) 



014-Q1-L1-D11 



[Solenostemon scutellarioides] 



Seq. No. 
Seq. ID 

Method 



203478 

LIB3083-014-Q1-L1-D2 
BLASTX 



NCBI GI 


g2829204 


BLAST score 


329 


E value 


7.0e-31 


Match length 


88 


% identity 


80 


NCBI Description 


(AF044204) : 




hirsutum] 


Seq. No. 


203479 


Seq. ID 


LIB3083-014 


Method 


BLASTX 


NCBI GI 


g3386600 


BLAST score 


325 


E value 


2.0e-30 


Match length 


70 


% identity 


94 


NCBI Description 


(AC004665) ; 


Seq. No. 


203480 


Seq. ID 


LIB3083-014 


Method 


BLASTX 


NCBI GI 


g2995990 


BLAST score 


284 


E value 


1.0e-25 


Match length 


102 


% identity 


60 


NCBI Description 


(AF053746) 



lipid transfer protein precursor [Gossypium 



27731 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thaliana] >gi_2995992 (AF053747) dormancy-associated 
protein [Arabidopsis thaliana] 

203481 

LIB3083-014-Q1-L1-E11 

BLASTX 

g4063760 

139 

1.0e-08 

67 

42 

(AC005561) putative POL3 protein [Arabidopsis thaliana] 
203482 

LIB3083-014-Q1-L1-E7 

BLASTX 

g2341034 

204 

1.0e-16 

43 
95 

(AC000104) F19P19.13 [Arabidopsis thaliana] 



203483 

LIB3083-014-Q1-L1-F11 

BLASTX 

g2129950 

418 

2.0e-41 

94 

87 

inorganic pyrophosphatase 
common tobacco 



(EC 3.6.1.1) (clone TVP9) - 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203484 

LIB3083-014-Q1-L1-G1 

BLASTX 

g3334261 

191 

7.0e-15 

58 
50 

METALLOTHIONEIN-LIKE PROTEIN TYPE 2 
metallothionein-like protein [Malus 



>gi_1655851 
domestica] 



(U61973) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203485 

LIB3083-014-Q1-L1-G10 

BLASTX 

g3851636 

484 

5.0e-49 
110 
85 

(AF098519) 
(AF056316) 



unknown [Avicennia marina] >gi_4 128206 
4 OS ribosome protein S7 [Avicennia marina] 



Seq. No. 



203486 



27732 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3083-014-Q1-L1-G2 

BLASTN 

g606941 

119 

9.0e-61 

150 
95 

Gossypium hirsutum C312 clone Fb-B6 unidentified fiber 
mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203487 

LIB3083-014-Q1-L1-G6 

BLASTX 

g!871192 

214 

2.0e-17 

63 

73 

(U90439) Cys3His zinc finger protein isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203488 

LIB3083-014-Q1-L1-G7 

BLASTN 

g2979540 

34 

1.0e-09 

50 

92 

Arabidopsis thaliana chromosome II BAC F17K2 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

203489 

LIB3083-014-Q1-L1-H6 

BLASTX 

g2564066 

254 

3.0e-22 

65 

74 

(D45900) LEDI-3 protein [Lithospermum erythrorhizon] 
203490 

LIB3083-015-Q1-L1-A1 

BLASTX 

g3309583 

976 

1.0e-106 

211 

87 

(AF073830) f ructose-6-phosphate 

2-kinase/fructose-2, 6-bisphosphatase [Solanum tuberosum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



203491 

LIB3083-015-Q1-L1-A10 

BLASTX 

g2098709 



27733 



II 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



244 

6.0e-21 

101 

54 

(U82975) pectinesterase [Citrus sinensis] 
203492 

LIB3083-015-Q1-L1-A3 

BLASTX 

gl362046 

483 

1.0e-48 

124 

76 

aspartate transaminase (EC 2.6.1.1) precursor - soybean 
>gi_710596 (L40579) mitochondrial aspartate 
aminotransferase [Glycine max] 

203493 

LIB3083-015-Q1-L1-A4 

BLASTX 

g4415936 

159 

1.0e-10 

142 

37 

(AC006418) unknown protein [Arabidopsis thaliana] 
203494 

LIB3083-015-Q1-L1-A5 

BLASTX 

g2262170 

530 

5.0e-54 

186 

58 

(AC002329) 
thaliana] 



predicted glycosyl hydrolase [Arabidopsis 



203495 

LIB3083-015-Q1-L1-A8 

BLASTN 

g2865522 

34 

2.0e-09 

105 

71 

Lavatera thuringiaca cold regulated LTCOR18 (LtCorl8) mRNA, 
complete cds 

203496 

LIB3083-015-Q1-L1-B1 

BLASTX 

g3650032 

228 

6.0e-19 
49 



27734 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



71 

(AC005396) gibberellin-regulated protein GASTl-like 
[Arabidopsis thaliana] 

203497 

LIB3083-015-Q1-L1-B11 

BLASTX 

g4126473 

430 

2.0e-42 

137 

67 

(AB014884) adenylyl cyclase associated protein [Gossypium 
hirsutum] 

203498 

LIB3083-015-Q1-L1-B2 

BLASTN 

g4165340 

38 

7.0e-12 

191 
85 

Arabidopsis thaliana chromosome I BAC F11M15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

203499 

LIB3083-015-Q1-L1-B3 

BLASTX 

g4512659 

332 

5.0e-31 

142 

54 

(AC006931) putative protein kinase [Arabidopsis thaliana] 
>gi_4544465_gb_AAD22372.1_AC00658*0_4 (AC006580) putative 
protein kinase [Arabidopsis thaliana] 

203500 

LIB3083-015-Q1-L1-B4 

BLASTX 

g3650032 

237 

1.0e-19 

49 

73 

(AC005396) gibberellin-regulated protein GASTl-like 
[Arabidopsis thaliana] 

203501 

LIB3083-015-Q1-L1-B9 

BLASTX 

gll74600 

258 

1.0e-22 

66 

73 



27735 



NCBI Description TUBULIN BETA CHAIN >gi_493710_dbj JBAA06382_ (D30717) 
beta-tubulin [Oryza sativa] 



Seq. No. 


203502 


Seq. ID 


LIB3083-015-Q1-L1-C12 


Method 


BLASTX 


NCBI GI 


g3927825 


BLAST score 


456 


E value 


5.0e-61 


Match length 


140 


% identity 


85 


NCBI Description 


(AC005727) putative dTDP-glucose 4-6-dehydratase 




[Arabidopsis thaliana] 


Seq. No. 


203503 


Seq. ID 


LIB3083-015-Q1-L1-C3 


Method 


BLASTX 


NCBI GI 


g4455158 


BLAST score 


435 


E value 


6.0e-43 


Match length 


97 


% identity 


82 


NCBI Description 


(AL021687) kinase-like protein [Arabidopsis thaliana] 


Seq. No. 


203504 


Sea ID 


LIB3083-015-O1-L1-C4 


Method 


BLASTX 


NCBI GI 


g4490330 


BLAST score 


813 


E value 


3.0e-87 


Match length 


177 


% identity 


79 


NCBI Description 


(AL035656) splicing factor-like protein [Arabidopsis 




thaliana] 


Seq. No. 


203505 


Seq. ID 


LIB3083-015-Q1-L1-C5 


Method 


BLASTX 


NCBI GI 


a2492636 

\A ^ ^ Z+ \J \J 


BLAST score 


481 


E value 


1.0e-48 


Match length 


104 


% identity 


91 


NCBI Description 


ACONITASE (ACONITATE HYDRATASE) (CITRATE HYDRO -LYASE ) 




>gi_1084317 pir S49849 aconitate hydratase (EC 4.2.1 




muskmelon (fragment) >gi_599723_emb_CAA58047_ (X82840 




aconitase [Cucumis melo] 


Seq. No. 


203506 


Seq. ID 


LIB3083-015-Q1-L1-C7 


Method 


BLASTX 


NCBI GI 


g2129495 


BLAST score 


901 


E value 


2.0e-97 


Match length 


201 


% identity 


85 


NCBI Description 


fiber protein E6 (clone SIE6-2A) - sea-island cotton 



27736 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



>gi_1000088 (U30507) E6 [Gossypium barbadense] >gi_1000090 
(U30508) E6 [Gossypium barbadense] 



203507 

LIB3083-015-Q1-L1-C8 

BLASTX 

g3618214 

182 

3.0e-13 

131 

34 

(AL031579) dihydrofolate reductase 
pombe] 



[ Schi zosaccharomyces 



203508 

LIB3083-015-Q1-L1-C9 

BLASTX 

gl70354 

579 

5.0e-60 

128 

20 

(M74156) pentameric polyubiquitin [Nicotiana sylvestris] 



203509 

LIB3083-015-Q1-L1-D1 

BLASTX 

g421855 

283 

2.0e-25 

113 

56 

alanine — tRNA ligase 
( fragment) 



{EC 6.1.1.7) - Arabidopsis thaliana 



203510 

LIB3083-015-Q1-L1-D10 

BLASTX 

gll4332 

414 

2.0e-41 

128 
71 

PLASMA MEMBRANE AT PAS E 1 (PROTON PUMP) 

>gi__482389_pir A45506 H+-transporting ATPase (EC 3.6.1.35) 

LHA1 - tomato >gi_170464 (M60166) H+-ATPase [Lycopersicon 

esculentum] >gi_228405_prf 1803518A H ATPase [Lycopersicon 

esculentum] 

203511 

LIB3083-015-Q1-L1-D11 

BLASTX 

gl563719 

325 

3.0e-31 

82 

84 



27737 



NCBI Description 


(Y08320) cyclophylin [Digitalis lanata] 


Seq. No. 


203512 


Seq. ID 


LIB3083-015-Q1-L1-D12 


Method 


BLASTX 


NCBI GI 


g3287270 


BLAST score 


265 


E value 


2.0e-23 


Match length 


98 


% identity 


61 


NCBI Description 


(Y09533) involved in starch metabalism [Solanum tuberosum] 


Seq. No. 


203513 


Seq. ID 


LIB3083-015-Q1-L1-D2 


Method 


BLASTX 


NCBI GI 


g3914430 


BLAST score 


658 


E value 


4.0e-69 


Match length 


149 


% identity 


86 


NCBI Description 


PROTEASOME EPSILON CHAIN PRECURSOR (MACRO PAIN EPSILON 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CHAIN) (MULT I CATALYTIC ENDOPEPTIDASE COMPLEX EPSILON CHAIN) 
>gi_2285800_dbj_BAA21650_ (D78172) 26S proteasome beta 
subunit [Spinacia oleracea] 

203514 

LIB3083-015-Q1-L1-D4 

BLASTX 

g3851001 

553 

7.0e-57 

136 

81 

(AF069909) pyruvate dehydrogenase El beta subunit isoform 2 
[Zea mays] 

203515 

LIB3083-015-Q1-L1-D9 

BLASTX 

g267073 

357 

8.0e-37 

94 

87 

TUBULIN BETA- 2 /BETA- 3 CHAIN >gi_320184_pir JQ1587 tubulin 

beta chain - Arabidopsis thaliana >gi_166898 (M84700) 
beta-2 tubulin [Arabidopsis thaliana] >gi_166900 (M84701) 
beta-3 tubulin [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



203516 

LIB3083-015-Q1-L1-E10 

BLASTX 

g4337195 

619 

1.0e-64 

136 

88 



27738 



NCBI Description 



(AC006403) putative protein kinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203517 

LIB3083-015-Q1-L1-E11 

BLASTX 

gl706958 

500 

1.0e-50 

123 

76 

(U58284) cellulose synthase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203518 

LIB3083-015-Q1-L1-E12 

BLASTX 

gll74592 

537 

4.0e-55 

108 

91 

TUBULIN ALPHA- 1 CHAIN >gi_2119270_pir S60233 alpha-tubulin 

- garden pea >gi_525332 (U12589) alpha-tubulin [Pisum 
sativum] 



Seq. No. 


203519 


Seq. ID 


LIB3083-015-Q1-L1-E7 


Mpt" hod 


BLASTX 


NCBI GI 


g4098129 


BLAST score 


305 


E value 


2.0e-28 


Match length 


68 


% identity 


85 


NCBI Description 


(U73588) sucrose synthase [Gossypium hirsutum] 


Seq. No. 


203520 


Seq. ID 


LIB3083-015-Q1-L1-F1 


Method 


BLASTX ' 


NCBI GI 


g4098129 


BLAST score 


845 


E value 


5.0e-91 


Match length 


168 


% identity 


95 


NCBI Description 


(U73588) sucrose synthase [Gossypium hirsutum] 


Seq. No. 


203521 


Seq. ID 


LIB3083-015-Q1-L1-F12 


Method 


BLASTX 


NCBI GI 


g2129825 


BLAST score 


497 


E value 


2.0e-50 


Match length 


115 


% identity 


85 


NCBI Description 


dynamin-like protein phragmoplastin 12 - soybean 




>gi_1217 994 (U25547) SDL [Glycine max] 


Seq. No. 


203522 


Seq. ID 


LIB3083-015-Q1-L1-F2 



27739 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4098129 

234 

6.0e-20 

78 

55 

(U73588) 



sucrose synthase [Gossypium hirsutum] 



203523 

LIB3083-015-Q1-L1-F5 

BLASTX 

g3135611 

178 

9.0e-27 

87 

57 

(AF062485) cellulose synthase [Arabidopsis thaliana] 
203524 

LIB3083-015-Q1-L1-F9 

BLASTX 

g477280 

438 

2.0e-43 

125 
68 

mitochondrial processing peptidase (EC 3.4.99.41) 55K 
protein precursor - potato >gi_410633_bbs_136740 cytochrome 
c reductase-processing peptidase subunit I, MPP subunit I, 
P55 [potatoes, var. Marfona, tuber, Peptide Mitochondrial, 
534 aa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203525 

LIB3083-015-Q1-L1-G1 

BLASTX 

gl931640 

437 

3.0e-43 

124 

63 

(U95973) Serine carboxypeptidase isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



203526 

LIB3083-015-Q1-L1-G10 

BLASTX 

g3023816 

324 

5.0e-30 

71 

85 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 
>gi_968 9 96 (U31 67 6 ) glyceraldehyde-3-phosphate 
dehydrogenase [Oryza sativa] 

203527 

LIB3083-015-Q1-L1-G8 



27740 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3334138 

208 

8.0e-17 

84 

51 

CALNEXIN HOMOLOG 
[Glycine max] 



PRECURSOR >gi_669003 (U20502) calnexin 



203528 

LIB3083-015-Q1-L1-G9 

BLASTX 

gl915974 

439 

1.0e-43 

111 
77 

(U62329) 
(U64818) 



fructokinase [Lycopersicon esculentum] >gi_2102693 
fructokinase [Lycopersicon esculentum] 



Seq. No. 


203529 


Seq. ID 


LIB3083-015-Q1-L1-H1 


Method 


BLASTX 


NCBI GI 


g!171577 


BLAST score 


307 


E value 


7.0e-28 


Match length 


170 


% identity 


36 


NCBI Description 


(X95343) hypersensitivity-related gene [Nicot 


Seq. No. 


203530 


Seq. ID 


LIB3083-015-Q1-L1-H10 


Method 


BLASTX 


NCBI GI 


g2267567 


BLAST score 


405 


E value 


1.0e-39 


Match length 


89 


% identity 


87 


NCBI Description 


(AF009003) glycine-rich RNA binding protein 1 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



[Pelargonium 

x hortorum] ~>gi_2267569 (AF009004) glycine-rich RNA binding 
protein 2 [Pelargonium x hortorum] 

203531 

LIB3083-015-Q1-L1-H2 

BLASTX 

g3334138 

214 

2.0e-17 

75 

56 

CALNEXIN HOMOLOG PRECURSOR >gi_669003 (U20502) calnexin 
[Glycine max] 

203532 

LIB3083-015-Q1-L1-H3 

BLASTX 

g!706956 



27741 



BLAST score 


837 


E value 


4.0e-90 


Match length 


174 


% identity 


93 


NCBI Description 


(U58283) cellulose synthase [Gossypium hirsutum] 


Seq. No. 


203533 


Seq. ID 


LIB3083-015-Q1-L1-H4 


Method 


BLASTX 


NCBI GI 


gl332579 


BLAST score 


738 


E value 


2.0e-78 


Match length 


150 


% identity 


10 


NCBI Description 


(X98063) polyubiquitin [Pinus sylvestris] 


Seq. No. 


203534 


Seq. ID 


LIB3083-015-Q1-L1-H6 


Method 


BLASTX 


NCBI GI 


g2829204 


BLAST score 


505 


E value 


4.0e-51 


Match length 


120 


% identity 


85 


NCBI Description 


(AF044204) lipid transfer protein precursor [Gossypium 




hirsutum] 


Seq. No. 


203535 


Seq. ID 


LIB3083-015-Q1-L1-H9 


Method 


BLASTX 


NCBI GI 


g3023816 


BLAST score 


314 


E value 


6.0e-29 


Match length 


71 


% identity 


83 


NCBI Description 


GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 


>gi 968996 (U31676) glyceraldehyde-3-phosphate 




dehydrogenase [Oryza sativa] 


Seq. No. 


203536 


Seq. ID 


LIB3083-015-Q1-L2-A1 


Method 


BLASTX 


NCBI GI 


g3309583 


BLAST score 


791 


E value 


1.0e-84 


Match length 


169 


% identity 


88 


NCBI Description 


(AF073830) f ructose-6-phosphate 




2-kinase/fructose-2, 6-bisphosphatase [Solanum tuberosur 


Seq. No. 


203537 


Seq. ID 


LIB3083-015-Q1-L2-A10 


Method 


BLASTX 


NCBI GI 


g2098709 


BLAST score 


498 


E value 


2.0e-50 


Match length 


135 



27742 



% identity 


72 


NCBI Description 


(U82975) pectinesterase [Citrus sinensis] 


Sea. No. 


203538 


Seq. ID 


LIB3083-015-Q1-L2-A11 


Mpthod 


BLASTX 


NCBI GI 


g3096939 


BLAST score 


439 


E value 


1.0e-43 


Match length 


114 


% identity 


73 


NCBI Description 


(AL023094) putative protein [Arabidopsis thai 


Sea No. 


203539 


Seq. ID 


LIB3083-015-Q1-L2-A3 


Method 


BLASTX 


NCBI GI 


gl362046 


BLAST score 


519 


E value 


9.0e-53 


Match length 


130 


% identity 


78 


NCBI Description 


aspartate transaminase (EC 2.6.1.1) precursor 



- soybean 



>gi_710596 (L40579) mitochondrial aspartate 
aminotransferase [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203540 

LIB3083-015-Q1-L2-A4 

BLASTX 

g4415936 

222 

6.0e-18 

95 

54 

(AC006418) unknown protein [Arabidopsis thaliana] 
203541 

LIB3083-015-Q1-L2-A5 

BLASTX 

g2262170 

536 

9.0e-55 

187 
58 

(AC002329) predicted glycosyl hydrolase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203542 

LIB3083-015-Q1-L2-A6 

BLASTX 

gl310888 

200 

2.0e-15 

115 

37 

Hordeum vulgare >gi__1310889__pdb_lCNS_B Hordeum vulgare 



Seq. No. 



203543 



27743 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3083-015-Q1-L2-A7 

BLASTX 

g2833388 

917 

2.0e-99 

216 
78 

GRANULE- BOUND GLYCOGEN (STARCH) SYNTHASE PRECURSOR 

>gi__629660_pir S43341 ADPglucose — starch 

glucosyltransf erase (EC 2.4.1.21) precursor - cassava 
>gi_437042_emb_CAA52273_ (X74160) starch (bacterial 
glycogen) synthase [Manihot esculenta] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203544 

LIB3083-015-Q1-L2-B1 

BLASTX 

g2833388 

474 

1.0e-47 

124 

69 

GRANULE-BOUND GLYCOGEN (STARCH) SYNTHASE PRECURSOR 

>gi_629660j?ir S43341 ADPglucose — starch 

glucosyltransf erase (EC 2.4.1.21) precursor - cassava 
>gi_437042_emb_CAA52273_ (X74160) starch (bacterial 
glycogen) synthase [Manihot esculenta] 



Seq. No. 


203545 


Seq. ID 


LIB3083-015- 


Method 


BLASTX 


NCBI GI 


g4126473 


BLAST score 


475 


E value 


9.0e-48 


Match length 


144 


% identity 


69 


NCBI Description 


(AB014884) < 




hirsutum] 


Seq. No. 


203546 


Seq. ID 


LIB3083-015 


Method 


BLASTX 


NCBI GI 


g3395439 


BLAST score 


176 


E value 


1.0e-12 


Match length 


95 


% identity 


43 


NCBI Description 


(AC004683) 


Seq. No. 


203547 


Seq. ID 


LIB3083-015 


Method 


BLASTX 


NCBI GI 


g3650032 


BLAST score 


237 


E value 


9.0e-20 


Match length 


49 


% identity 


73 


NCBI Description 


(AC005396) 



hypothetical protein [Arabidopsis thaliana] 



gibberellin-regulated protein GASTl-like 



27744 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Arabidopsis thaliana] 
203548 

LIB3083-015-Q1-L2-B6 

BLASTX 

gl32939 

829 

5.0e-89 

189 

81 

60S RIBOSOMAL PROTEIN L3 >gi_81657__pir JQ0771 ribosomal 

protein L3 (ARP1) - Arabidopsis thaliana >gi_166858 
(M32654) ribosomal protein [Arabidopsis thaliana] 



Seq. No. 


203549 




LIB3083-015-Q1-L2-B7 




BLASTX 


vjppT PT 


rr41 1 ^77 




491 


£1 VttlUc 




i*ia i-.cn xengtn 


1 Q7 


O -J- 11 1 — L l. _y 


48 




(AC005967) unknown protein [Arabidopsis thali< 


Seq. No. 


203550 


Qon Tn 

oeq. iJj 


T.Tfn083-015-Ol-L2-B8 


Meiznoa 


T3T,7\qrTiV' 
DliriO X /V 








344 


Jli Value 




Match length 






81 


iN^isx uescnptiuii 


fnQfi71 6} MAP kinase-like orotein TSelaainella 


Seq. No. 


203551 


Seq. ID 


LIB3083-015-Q1-L2-B9 


Mennoa 


RT 21 CITY 
Diii-kO J.A 


NCBI GI 


gl076738 


BLAST score 


223 


E value 


1.0e-18 


Match length 


66 


% identity 


68 


NCBI Description 


beta-tubulin R2242 - rice 


Seq. No. 


203552 


Seq. ID 


LIB3083-015-Q1-L2-C10 


Method 


BLASTX 


NCBI GI 


gl658197 


BLAST score 


638 


E value 


7.0e-67 


Match length 


144 


% identity 


83 


NCBI Description 


(U74630) calreticulin [Ricinus communis] >gi_ 




(U74631) calreticulin [Ricinus communis] 


Seq. No. 


203553 


Seq. ID 


LIB3083-015-Q1-L2-C11 



27745 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl23620 

703 

2.0e-74 

138 

98 

HEAT SHOCK COGNATE 7 0 KD PROTEIN 2 >gi_100224_pir S14 950 

heat shock cognate protein 70 - tomato 

>gi_19258_emb_CAA37971_ (X54030) heat shock protein cognate 
70 [Lycopersicon esculentum] 



Seq. No. 


203554 


Seq. ID 


LIB3083-015-Q1-L2-C12 


Method 


BLASTX 


NCBI GI 


g3927825 


BLAST score 


665 


E value 


5.0e-70 


Match length 


137 


% identitv 


91 


NCBI Description 


(AC005727) putative dTDP-glucose 4-6-dehydratase 




[Arabidopsis thaliana] 


Sea No. 


203555 


Seq. ID 


LIB3083-015-Q1-L2-C3 


Method 


BLASTX 


NCBI GI 


g4455158 


BLAST score 


453 


E value 


5.0e-45 


Mat ph lencrth. 


98 


& "i Hpni" it v 


85 


NCBI Description 


(AL021687) kinase-like protein [Arabidopsis thaliana] 


Sea No. 


203556 


Seq. ID 


LIB3083-015-Q1-L2-C4 


Method 


BLASTX 


NCBI GI 


g4490330 


BLAST score 


798 


E value 


2.0e-85 


Match length 


165 


.% identity 


83 


NCBI Description 


(AL035656) splicing factor-like protein [Arabidopsis 




thaliana] 


Seq. No. 


203557 


Seq. ID 


LIB3083-015-Q1-L2-C5 


Method 


BLASTX 


NCBI GI 


gl351856 


BLAST score 


818 


E value 


8.0e-88 


Match length 


188 



% identity 

NCBI Description 



84 

ACONITATE HYDRATASE, CYTOPLASMIC (CITRATE HYDRO-LYASE) 
(ACONITASE) >gi_8 68003_dbj_BAA06108_ (D29629) aconitase 
[Cucurbita sp.] 



Seq. No. 
Seq. ID 



203558 

LIB3083-015-Q1-L2-C7 



27746 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2129495 

898 

4.0e-97 

214 

79 

fiber protein E6 (clone SIE6-2A) - sea-island cotton 
>gi_1000088 (U30507) E6 [Gossypium barbadense] >gi_1000090 
(U30508) E6 [Gossypium barbadense] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203559 

LIB3083-015-Q1-L2-C8 

BLASTX 

g3618214 

168 

1.0e-ll 

154 

32 

(AL031579) dihydrofolate reductase [Schizosaccharomyces 
pombe] 

203560 

LIB3083-015-Q1-L2-C9 

BLASTX 

g!00490 

476 

6.0e-48 

130 

22 

polyubiquitin - garden snapdragon (fragment) 
>gi_16071_emb_CAA48140_ (X67957) ubiquitin [Antirrhinum 
ma jus] 



Seq. No. 


203561 


Seq. ID 


LIB3083- 


Method 


BLASTX 


NCBI GI 


g2065021 


BLAST score 


482 


E value 


2.0e-48 


Match length 


176 


% identity 


57 


NCBI Description 


(Y12555) 


Seq. No. 


203562 


Seq. ID 


LIB3083- 


Method 


BLASTX 


NCBI GI 


g!563719 


BLAST score 


295 


E value 


1.0e-26 


Match length 


67 


% identity 


82 


NCBI Description 


(Y08320) 


Seq. No. 


203563 


Seq. ID 


LIB3083- 


Method 


BLASTX 


NCBI GI 


g3287270 



-Q1-L2-D1 



alanyl t-RNA synthetase [Arabidopsis thaliana] 



cyclophylin [Digitalis lanata] 



27747 



€1 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



504 

3.0e-51 

145 

74 

(Y09533) involved in starch metabalism [Solanum tuberosum] 
203564 

LIB3083-015-Q1-L2-D2 

BLASTX 

g3914430 

738 

2.0e-78 

166 

87 

PROTEASOME EPSILON CHAIN PRECURSOR (MACROPAIN EPSILON 
CHAIN) (MULT I CATALYTIC ENDOPEPTIDASE COMPLEX EPSILON CHAIN) 
>gi_2285800_dbj_BAA21650_ (D78172) 26S proteasome beta 
subunit [Spinacia oleracea] 

203565 

LIB3083-015-Q1-L2-D4 

BLASTX 

g3851001 

562 

6.0e-58 - 

136 

82 

(AF069909) pyruvate dehydrogenase El beta subunit isoform 2 
[Zea mays] 

203566 

LIB3083-015-Q1-L2-D6 

BLASTX 

g3850999 

258 

2.0e-22 
88 
60 

(AF069908) 
[Zea mays] 



pyruvate dehydrogenase El beta subunit isoform 1 



203567 

LIB3083-015-Q1-L2-D7 

BLASTX 

gll73027 

433 

1.0e-42 

114 

76 

60S RIBOSOMAL PROTEIN L31 >gi_915313 (U23784) ribosomal 
protein L31 [Nicotiana glutinosa] 

203568 

LIB3083-015-Q1-L2-D9 

BLASTX 

gl35449 

560 



27748 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



9.0e-58 
132 
8 3 

TUBULIN BETA-1 CHAIN >gi_100932_pir S14701 tubulin beta-1 

chain - maize >gi_295851_emb_CAA37060_ (X52878) beta 1 
tubulin [Zea mays] 

203569 

LIB3083-015-Q1-L2-E11 

BLASTX 

gl706958 

527 

7.0e-54 

136 

71 

(U58284) cellulose synthase [Gossypium hirsutum] 



oeq « ino • 


\j j j i \j 


Can in 


T,TM08 3-015-Ol-L2- 

XJ J.DJ v (J J Ul J J- 1 " 


Method 


XjXjrlO X -A. 




al!74592 


oLi/ioi score 




£j ValUc 




Jrld L.OI1 Icily Uii. 


130 


%. "i r?oti"f""i i~v 


97 


NCBI Description 


TUBULIN ALPHA- 1 CI 




- garden pea >gi_^ 




O CI 1 L V LULL j 


beq. no. 




oeq. ±JJ 




jyjei-uOQ 








DLnOX OL.UIC 


828 




6. Oe-89 


Match length 


155 


% identity 


99 


NCBI Description 


(U73588) sucrose . 


Seq. No. 


203572 


Seq. ID 


LIB3083-015-Q1-L2- 


Method 


BLASTX 


NCBI GI 


g2244736 


BLAST score 


676 


E value 


3.0e-71 


Match length 


124 


% identity 


100 


NCBI Description 


(D88415) expansin 


Seq. No. 


203573 


Seq. ID 


LIB3083-015-Q1-L2 


Method 


BLASTX 


NCBI GI 


g4098129 


BLAST score 


952 


E value 


1.0e-103 


Match length 


190 


% identity 


96 



>gi_2 11927 0_pir S 60 2 3 3 alpha- tubulin 

32 (U12589) alpha-tubulin [Pisum 



-E8 



27749 



NCBI Description (U73588) sucrose synthase [Gossypium hirsutum] 



Seq. No. 203574 

Seq. ID LIB3083-015-Q1-L2-F11 

Method BLASTX 

NCBI GI gll73187 

BLAST score 590 

E value 3.0e-61 

Match length 118 

% identity 95 

NCBI Description 40S RIBOSOMAL PROTEIN S23 (S12) >gi_1362041_pir_S56673 
ribosomal protein S23.e, cytosolic (clone RJ3) - garden 
strawberry >gi_643074 (U19940) putative 40S ribosomal 
protein sl2 [Fragaria x ananassa] 

203575 

LIB3083-015-Q1-L2-F12 
BLASTX 
g2129825 
141 

7.0e-09 
71 
55 

dynamin-like protein phragmoplastin 12 - soybean 
>gi_1217994 (U25547) SDL [Glycine max] 

Seq. No. 203576 

Seq. ID LIB3083-015-Q1-L2-F2 

Method BLASTN 

NCBI GI gll43223 

BLAST score 285 

E value 1.0e-159 

Match length 555 

% identity 39 

NCBI Description Gossypium barbadense FbLate-2 gene, complete cds 

Seq. No. 203577 

Seq. ID LIB3083-015-Q1-L2-F3 

Method BLASTX 

NCBI GI g806310 

BLAST score 192 

E value 2.0e-14 

Match length 166 

% identity 24 

NCBI Description (J02746) proline-rich protein [Glycine max] 

Seq. No. 203578 

Seq. ID LIB3083-015-Q1-L2-F5 

Method BLASTX 

NCBI GI g2827141 

BLAST score 335 

E value 4.0e-31 

Match length 132 

% identity 55 

NCBI Description (AF027173) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27750 



Seq. No. 


203579 


Seq. ID 


LIB3083-015-Q1-L2-F6 


Method 


BLASTN 


NCBI GI 


gll43223 


BLAST score 


62 


E value 


2.0e-26 


Match length 


171 


% identity 


24 


NCBI Description 


Gossypium barbadense FbLate-2 gene, complete cds 


Seq. No. 


203580 


Seq. ID 


LIB3083-015-Q1-L2-F9 


Method 


BLASTX 


NCBI GI 


g2995380 


BLAST score 


324 


E value 


4.0e-30 


Match length 


80 


% identity 


76 


NCBI Description 


(AJ001903) thioredoxin H [Triticum durum] 


Seq. No. 


203581 


Seq. ID 


LIB3083-015-Q1-L2-G10 


Method 


BLASTX 


NCBI GI 


g3023816 


BLAST score 


324 


E value 


5.0e-30 


Match length 


71 


% identity 


85 


NCBI Description 


GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 


>gi 968996 (U31676) glyceraldehyde-3-phosphate 




dehydrogenase [Oryza sativa] 


Seq. No. 


203582 


Seq. ID 


LIB3083-015-Q1-L2-G11 


Method 


BLASTX 


NCBI GI 


g4406816 


BLAST score 


154 


E value 


2.0e-10 


Match length 


30 


% identity 


93 


NCBI Description 


(AC006201) 60S ribosomal protein L2 [Arabidopsis th< 


Seq. No. 


203583 


Seq. ID 


LIB3083-015-Q1-L2-G12 


Method 


BLASTX 


NCBI GI 


g3256066 


BLAST score 


577 


E value 


8.0e-60 


Match length 


128 


% identitv 


88 


NCBI Description 


(Y13987) chloroplast NAD-MDH [Arabidopsis thaliana] 


Seq. No. 


203584 


Seq. ID 


LIB3083-015-Q1-L2-G3 


Method 


BLASTX 


NCBI GI 


gl912286 


BLAST score 


378 



27751 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-36 

73 

93 

(U39568) type 2A serine/threonine protein phosphatase 
[Arabidopsis thaliana] >gi_2194141 (AC002062) Match to 
Arabidopsis protein phosphatase PP2A (gb_U39568) . EST 
gb_T41959 comes from this gene. [Arabidopsis thaliana] 

203585 

LIB3083-015-Q1-L2-G8 

BLASTX 

g728777 

328 

1.0e-30 

124 
52 

ACTIVATOR 1 36 KD SUBUNIT (REPLICATION FACTOR C 36 KD 
SUBUNIT) (Al 36 KD SUBUNIT) (RF-C 36 KD SUBUNIT) (RFC36) 
>gi_1498257 (L07540) replication factor C, 36-kDa subunit 
[Homo sapiens] 

203586 

LIB3083-015-Q1-L2-H1 

BLASTX 

gll71577 

301 

3.0e-27 

170 

36 

(X95343) hypersensitivity-related gene [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203587 

LIB3083-015-Q1-L2-H10 

BLASTX 

g2267567 

394 

3.0e-38 

85 

87 

(AF009003) glycine-rich RNA binding protein 1 [Pelargonium 
x hortorum] >gi_2267569 (AF009004) glycine-rich RNA binding 
protein 2 [Pelargonium x hortorum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203588 

LIB3083-015-Q1-L2-H12 

BLASTX 

g2864609 

375 

4.0e-36 

130 

55 

(AL021811) putative protein [Arabidopsis thaliana] 
>gi_4049337_emb_CAA22562_ (AL034567) putative protein 
[Arabidopsis thaliana] 



Seq, No. 
Seq. ID 



203589 

LIB3083-015-Q1-L2-H2 



27752 



Method 


BLASTX 


NCBI GI 


g3334138 


BLAST score 


242 


E value 


3.0e-20 


Match length 


85 


% identity 


55 


NCBI Description 


CALNEXIN HOMOLOG PRECURSOR >gi_669003 (U20502) ca 




[Glycine max] 


Seer. No. 


203590 


Seq. ID 


LIB3083-015-Q1-L2-H3 


Method 


BLASTX 


NCBI GI 


gl706956 


BLAST score 


841 


E value 


1.0e-90 


Match length 


175 


% i dent it v 


93 


NCBI Description 


(U58283) cellulose synthase [Gossypium hirsutum] 


Cprr No 


203591 


Seq. ID 


LIB3083-015-Q1-L2-H4 


Method 


BLASTX 


NCBI GI 


gl332579 


BLAST score 


885 


E value 


1.0e-95 


Match lencrth 


183 


^ "i dptit itv 


11 


NCBI Description 


(X98063) polyubiquitin [Pinus sylvestris] 


Qprr Wn 

kw? *3 V-J • L <l W . 


203592 


Sea. ID 


LIB3083-015-Q1-L2-H6 


Mpthod 


BLASTX 


NCBI GI 


g2829204 


BLAST score 


520 


E value 


7.0e-53 


Match length 


120 


% identity 


88 


NCBI Descriotion 


(AF044204) lipid transfer protein precursor [Gos 




hirsutum] 




203593 


Seq. ID 


LIB3083-015-Q1-L2-H7 


Method 


BLASTX 


NCBI GI 


g4098128 


BLAST score 


829 


E value 


4.0e-89 


Match lencrth 


192 




83 


NCBI Description 


(U73588) sucrose synthase [Gossypium hirsutum] 


O C \Jl . Li V a 


203594 

£j %y w ^ 


Seq. ID 


LIB3083-015-Q1-L2-H9 


Method 


BLASTX 


NCBI GI 


g3023816 


BLAST score 


195 


E value 


7.0e-17 


Match length 


67 



calnexin 



27753 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



76 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE , CYTOSOLIC 
>gi_968996 (U31676) glyceraldehyde-3-phosphate 
dehydrogenase [Oryza sativa] 

203595 

LIB3083-016-Q1-L1-A1 

BLASTX 

gl35460 

498 

1.0e-50 

107 

90 

TUBULIN BETA- 2 CHAIN >gi_100 933_pir_S14702 tubulin beta-2 
chain - maize >gi_22184_emb__CAA37061_ (X52879) beta 2 
tubulin (AA 1-444) [Zea mays] 

203596 

LIB3083-016-Q1-L1-A7 

BLASTX 

g3831440 

178 

4.0e-13 

88 

41 

(AC005819) putative cytochrome P450 [Arabidopsis thaliana] 
>gi_4415946_gb_AAD20176_ (AC006418) putative cytochrome 
P450 [Arabidopsis thaliana] 

203597 

LIB3083-016-Q1-L1-A8 

BLASTX 

g2088662 

162 

3.0e-ll 

64 

55 

(AF002109) unknown protein [Arabidopsis thaliana] 
203598 

LIB3083-016-Q1-L1-B1 

BLASTX 

g2924520 

456 

1.0e-45 

95 

88 

(AL022023) plasma membrane intrinsic protein (SIMIP) 
[Arabidopsis thaliana] 

203599 

LIB3083-016-Q1-L1-B2 

BLASTX 

g3757517 

144 

4.0e-09 

120 



27754 



% identity 


7 


NCBI Description 


(AC005167) putative salt-inducible protein [Arabidopsis 




thaliana] 


Seq. No. 


203600 


Seq. ID 


LIB3083-017-Q1-L1-A1 


Method 


BLASTX 


NCBI GI 


g3386621 


BLAST score 


186 


E value 


3.0e-14 


Match length 


82 


% identity 


28 


NCBI Description 


(AC004665) unknown protein [Arabidopsis thaliana] 


Seq. No. 


203601 


Seq. ID 


LIB3083-017-Q1-L1-A2 


Method 


BLASTX 


NCBI GI 


g3386621 


BLAST score 


494 


E value 


5.0e-50 


Match length 


136 


% ' identity 


73 


NCBI Description 


(AC004665) unknown protein [Arabidopsis thaliana] 


Seq. No. 


203602 


Seq. ID 


LIB3083-017-Q1-L1-A5 


Method 


BLASTX 


NCBI GI 


g2760347 


BLAST score 


457 


E value 


7.0e-46 


Match length 


92 


% identity 


17 


NCBI Description 


(U84968) ubiquitin [Arabidopsis thaliana] 


Seq* No. 


203603 


Seq. ID 


LIB3083-017-Q1-L1-A7 


Method 


BLASTX 


NCBI GI 


g3513727 


BLAST score 


620 


E value 


9.0e-65 


Match length 


146 


% identity 


85 


NCBI Description 


(AF080118) contains similarity to TPR domains (Pfam: 


TPR.hmm: score: 11.15) and kinesin motor domains (Pfam: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



kinesin2.hmm, score: 17.49, 20.52 and 10.94) [Arabidopsis 
thaliana] >gi_4539358_emb_CAB40052 . 1_ (AL04 9525) putative 
protein [Arabidopsis thaliana] 

203604 

LIB3083-017-Q1-L1-B2 

BLASTX 

g4324967 

379 

4.0e-37 

74 

99 

(AF114796) ADP-ribosylation factor [Glycine max] 



27755 



Seq. No. 


203605 


Seq. ID 


LIB3083-017-Q1-L1-B4 


Method 


BLASTX 


NCBI GI 


Tply,3zo4 


BLAST score 


406 


E value 


7.0e-40 


Match length 


116 


% identity 


67 


NCBI Description 


(AF069298) No definition line found [Arabidopsis thaliana 


Seq. No. 


203606 


Seq. ID 


LIB3083-017-Q1-L1-C1 


Method 


BLASTX 


NCBI GI 


gz / oUo4 y 


BLAST score 


490 


E value 


1.0e-49 


Match length 


107 


% identity 


19 


NCBI Description 


(U84969) ubiquitin [Arabidopsis thaliana] 


Seq. No. 


203607 


Seq. ID 


LIB3083-017-Q1-L1-C2 


Method 


BLASTX 


NCBI GI 


gl346194 


BLAST score 


283 


E value 


2. Oe-25 


Match length 


85 


% identity 


72 


NCBI Description 


GLUTATHIONE REDUCTASE, CYTOSOLIC (GR) (GRASE) (OBP29) 


>gi 1022797 (U37697) glutathione reductase [Arabidopsis 




thaliana] 


Seq. No. 


203608 


Seq. ID 


LIB3083-017-Q1-L1-C4 


Method 


BLASTX 


NCBI GI 


g3128192 


BLAST score 


450 


E value 


5.0e-45 


Match length 


110 


% identity 


76 


NCBI Description 


(AC004521) axi 1-like protein [Arabidopsis thaliana] 


Seq. No. 


203609 


Seq. ID 


LIB3083-017-Q1-L1-D3 


Method 


BLASTX 


NCBI GI 


gl35460 


BLAST score 


331 


E value 


3. 0e-31 


Match length 


88 


% identity 


74 


NCBI Description 


TUBULIN BETA-2 CHAIN >gi 100933 pir S14702 tubulin beta- 


chain - maize >gi_22184_emb_CAA37061_ (X52879) beta 2 




tubulin (AA 1-444) [Zea mays] 


Seq. No. 


203610 


Seq. ID 


LIB3083-017-Q1-L1-D5 



27756 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3551131 

233 

1.0e-19 

108 

50 

(AB012044) plasma 
sativus] 



membrane aquaporin 



(PAQ1) [Raphanus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203611 

LIB3083-017-Q1-L1-E2 

BLASTX 

g462264 

200 

5.0e-16 

62 

65 

GTP-BINDING PROTEIN HFLX >gi_1361024_pir S56398 GTPase 

homolog protein hflX - Escherichia coli >gi_436156 (U00005) 
putative GTPase required for high frequency lysogenization 
by bacteriophage lambda [Escherichia coli] >gi_537014 
(U14003) putative GTPase required for high frequency 
lysogenization by bacteriophage lambda; TTG start codon 
[Escherichia coli] >gi_1790615 (AE000489) GTP - binding 
subunit of protease specific for phage lambda ell repressor 
[Escherichia coli] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203612 

LIB3083-017-Q1-L1-E5 

BLASTX 

g2065531 

277 

8.0e-25 

87 
61 

(U78526) endo-1, 4-beta-glucanase [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203613 

LIB3083-017-Q1-L1-E6 

BLASTX 

g4544399 

141 

6.0e-09 
90 
37 

(AC007047) 
thaliana] 



putative beta-ketoacyl-CoA synthase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203614 

LIB3083-017-Q1-L1-E7 

BLASTX 

g3128168 

472 

2.0e-47 

132 

60 

(AC004521) putative carboxyl- terminal peptidase 



27757 



[Arabidopsis thaliana] 



Seq. No. 


203615 


Seq. ID 


LIB3083-017-Q1-L1-F3 


Method 


BLASTX 


NCBI GI 


g2352998 


BLAST score 


191 


E value 


2.0e-14 


Match length 


132 


% identity 


31 


NCBI Description 


(AF014461) EXO70 protein [Mus 


Seq. No. 


203616 


Seq. ID 


LIB3083-017-Q1-L1-F5 


Method 


BLASTN 


NCBI GI 


g2935297 


BLAST score 


50 


E value 


3.0e-19 


Match length 


98 


% identity 


89 


NCBI Description 


Gossypium hirsutum 3-hydroxy- 



reductase 1 (hmgl) gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203617 

LIB3083-017-Q1-L1-F7 

BLASTX 

g464734 

236 

7.0e-20 

55 

85 

ADENOS YLHOMOCYSTEINASE ( S-ADENOS YL-L-HOMOCYSTEINE 

HYDROLASE) (ADOHCYASE) >gi_48 1237_pir S3837 9 

adenosylhomocysteinase (EC 3.3.1.1) - Madagascar periwinkle 
>gi_407412_emb_CAA81527_ (Z26881) S-adenosyl-L-homocysteine 
hydrolase [Catharanthus roseus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203618 

LIB3083-017-Q1-L1-G1 

BLASTX 

g2244799 

390 

8.0e-38 

122 

60 

(Z97336) carnitine racemase homolog [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203619 

LIB3083-017-Q1-L1-G5 

BLASTX 

g3668084 

330 

3.0e-31 

78 

78 

(AC004667) unknown protein [Arabidopsis thaliana] 



27758 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203620 , 

LIB3083-017-Q1-L1-H3 

BLASTX 

g4220476 

513 

3.0e-52 

135 

70 

(AC006069) ribophorin I-like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203621 

LIB3083-017-Q1-L1-H5 

BLASTX 

g3023187 

634 

2.0e-66 

140 

89 

14-3-3-LIKE PROTEIN (G-BOX BINDING FACTOR) >gi_1773328 
(U80070) 14-3-3-like protein [Mesembryanthemum 
crystallinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203622 

LIB3083-017-Q1-L1-H7 

BLASTX 

g267069 

683 

4.0e-72 

128 

98 

TUBULIN ALPHA- 2 /ALPHA- 4 CHAIN >gi_320183_pir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi_166914 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84697) alpha-4 tubulin [Arabidopsis thaliana] 



Seq. No. 


203623 


Seq. ID 


LIB3083-018-Q1-L1-A1 


Method 


BLASTX 


NCBI GI 


g3386621 


BLAST score 


391 


E value 


4.0e-38 


Match length 


95 


% identity 


80 


NCBI Description 


(AC004665) unknown protein 


Seq. No. 


203624 


Seq. ID 


LIB3083-018-Q1-L1-A3 


Method 


BLASTX 


NCBI GI 


g3386621 


BLAST score 


277 


E value 


6.0e-25 


Match length 


85 


% identity 


69 


NCBI Description 


(AC004665) unknown protein 


Seq. No. 


203625 


Seq. ID 


LIB3083-018-Q1-L1-A6 



[Arabidopsis thaliana] 



27759 



Method 


<B 

BLASTX 


NCBI GI 


g3513727 


BLAST score 


236 


E value 


6.0e-20 


Match length 


95 


% identity 


60 


NCBI Description 


(AF080118 



contains similarity to TPR domains (Pfam: 
TPR.hmm: score: 11.15) and kinesin motor domains (Pfam: 
kinesin2.hmm, score: 17.49, 20.52 and 10.94) [Arabidopsis 
thaliana] >gi_4539358_emb__CAB40052 . 1_ (AL049525) putative 
protein [Arabidopsis thaliana] 



Seq. No. 


203626 


Seq. ID 


LIB3083-018-Q1-L1-C1 


Method 


BLASTX 


NCBI GI 


g3128192 


BLAST score 


493 


F 1 1 np 


6 0e-50 


Match length 


122 


?: -1 Hpirt - i t v 


76 


NPRT Dp<;rri ntion 

IN w IJ J. J_/ O J_ _L k«< -L. i. 1 


(AC004521) axi 1-like 


Seq. No. 


203627 


Seq. ID 


LIB3083-018-Q1-L1-C6 


Method 


BLASTX 


IN \~si-J J- \_J X 


g3128192 




257 


i-i vaxuc 


2 . 0e-22 


Match lencrth 


89 


O _L UCl I ' L l y 


58 




fAC004521) axi 1-like 


Seq. No. 


203628 


Seq. ID 


LIB3083-018-Q1-L1-E1 


Method 


BLASTX 


NCBI GI 


gl743277 


BLAST score 


543 


E value 


9.0e-56 


Match length 


108 


% identity 


94 


NCBI Description 


(Y09741) beta-tubulin 


Seq. No. 


203629 


Seq. ID 


LIB3083-018-Q1-L1-E3 


Method 


BLASTX 


NCBI GI 


gl729846 


BLAST score 


213 


E value 


8.0e-23 


Match length 


115 


% identity 


52 


NCBI Description 


TUBULIN BETA CHAIN 3 



1 [ Horde um vulgar e] 



>gi_l 15520 3_emb_CAA91 94 1_ (Z67993) 
beta-tubulin [Porphyra purpurea] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



203630 

LIB3083-018-Q1-L1-E6 

BLASTX 

g267072 



27760 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177 

4.0e-13 

81 

43 

TUBULIN BETA-1 CHAIN >gi_100072_pir S20868 tubulin beta- 
chain - garden pea >gi_20758_emb_CAA38613_ (X54844) 
beta-tubulin 1 [Pisum sativum] 



Seq. No. 


203631 


Seq. ID 


LIB3083-020-Q1-L1-A6 


Method 


BLASTX 


NCBI GI 


g3738291 


BLAST score 


205 


E value 


3.0e-16 


Match length 


75 


% identity 


49 


NCBI Description 


(AC005309) unknown protein [Arabidopsis thaliana] 




203632 


Sea ID 


LIB3083-020-Q1-L1-A8 




BLASTX 




a3650032 
\^ *j \j +j \j \j 


BLAST score 


233 


Hi v d _L LLC 


2 . 0e-19 


Match length 




^ id^ntitv 


73 


NCBI Description 


(AC005396) gibberellin-regulated protein GASTl-like 




[Arabidopsis thaliana] 


Seq, No. 


203633 


Seq. ID 


LIB3083-020-Q1-L1-B10 


Method 


BLASTX 


NCBI GI 


gll5492 


BLAST score 


631 


E value 


3.0e-66 


Match length 


123 


% identity 


57 


NCBI Description 


CALMODULIN-RELATED PROTEIN >gi_169205 (M80831) 


calmodulin-related protein [Petunia hybrida] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203634 

LIB3083-020-Q1-L1-B11 

BLASTX 

g4510400 

503 

4.0e-51 

132 
72 

(AC006587) 
thaliana] 



putative vacuolar-type H(+)-ATPase [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



203635 

LIB3083-020-Q1-L1-B12 

BLASTX 

g3395431 

170 

5.0e-12 



27761 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



80 
42 

(AC004683) 



unknown protein [Arabidopsis thaliana] 



203636 

LIB3083-020-Q1-L1-B2 

BLASTX 

g3153906 

492 

9.0e-50 

144 

72 

(AF066078) S-adenosylmethionine decarboxylase 
annuus ] 



[Helianthus 



Seq. No. 


203637 


Seq. ID 


LIB3083-020-Q1-L1-B3 




BLASTX 


I\ \*> D J. O-L 




OlxriO 1 ooUL \Z 


sj Zt -L 


i—i V Q _L LL\Z 


2.0e-61 


Ludt-v^Il Icily LX1 


1 


& t Hon 1 !" "i "h^; 
x) _L (J.t?l 1 L J. L. y 


o u 




TnRHT.TN AT.PHA-1 PHATN >ai 




— garden pea >gi 525332 ( 




sativum] 


Seq. No. 


203638 


Seq. ID 


LIB3083-020-Q1-L1-B4 


Method 


BLASTX 


NCBI GI 


g4415994 


BLAST score 


394 


E value 


2.0e-38 


Match length 


80 


% identity 


94 


NCBI Description 


(AF059289) beta-tubulin 3 


Seq. No. 


203639 


Seq. ID 


LIB3083-020-Q1-L1-B5 


Method 


BLASTX 


NCBI GI 


g3377797 


BLAST score 


439 


E value 


1.0e-43 


Match length 


117 


% identity 


73 


NCBI Description 


(AF075597) Similar to 60S 



)_pir S60233 alpha-tubulin 

alpha-tubulin [Pisum 



[Eleusine indica] 



by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H36046; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 

Seq. No. 203640 

Seq. ID LIB3083-020-Q1-L1-B6 

Method BLASTX 

NCBI GI g4158219 

BLAST score 383 

E value 4.0e-37 



27762 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



114 
65 

(Y18623) amylogenin [Oryza sativa] 
203641 

LIB3083-020-Q1-L1-B8 

BLASTX 

g4204300 

208 

2.0e-16 

79 
52 

(AC003027) Unknown protein [Arabidopsis thaliana] 
203642 

LIB3083-020-Q1-L1-C1 

BLASTX 

g832876 

498 

1.0e-50 

113 
84 

(L41345) ascorbate free radical reductase [Solanum 

lycopersicum] >gi_1097368_jprf 2113407A ascorbate free 

radical reductase [Lycopersicon esculentum] 

203643 

LIB3083-020-Q1-L1-C2 

BLASTX 

g!086250 

251 

2.0e-21 

114 

46 

SUCl-sucrose proton symporter - Plantago major 
>gi_667047__emb_CAA59113_ (X84379) SUCl-sucrose proton 
symporter [Plantago major] 

203644 

LIB3083-020-Q1-L1-C7 

BLASTX 

gll74613 

662 

1.0e-69 

136 

96 

26S PROTEASE REGULATORY SUBUNIT 6A HOMOLOG (TAT-BINDING 
PROTEIN HOMOLOG 1) (TBP-1) >gi_556560__dbj__BAA04 614_ 
(D17788) rice homologue of Tat binding protein [Oryza 
sativa] 

203645 

LIB3083-020-Q1-L1-D1 

BLASTX 

g2244860 

244 

9.0e-21 



27763 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



127 
46 

(Z97337] 



cucumisin [Arabidopsis thaliana] 



203646 

LIB3083-020-Q1-L1-D3 

BLASTX 

g3882211 

304 

1.0e-27 

130 
47 

(AB018288) KIAA0745 protein [Homo sapiens] 
203647 

LIB3083-020-Q1-L1-D4 

BLASTX 

g3243234 

523 

2.0e-53 

132 
77 

(AF071477) 
communis] 



isoflavone reductase related protein [Pyrus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203648 

LIB3083-020-Q1-L1-D5 

BLASTX 

g881625 

342 

2.0e-32 

68 

94 

(U29432) 22.8 kDa protein [Ipomoea trifida] 
203649 

LIB3083-020-Q1-L1-D6 

BLASTX 

g3318611 

467 

7.0e-47 

128 
73 

(AB016063) mitochondrial phosphate transporter [Glycine 
max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203650 

LIB3083-020-Q1-L1-D7 

BLASTX 

g2388580 

376 

8.0e-39 

117 
68 

(AC000098) Similar to Sequence 10 from patent 5477002 
(gb_1253956) . [Arabidopsis thaliana] 



27764 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203651 

LIB3083-020-Q1-L1-E11 

BLASTN 

g2829205 

323 

0.0e+00 

371 

18 

Gossypium hirsutum cultivar Siokra 1-2 proline-rich protein 
precursor (PRP) mRNA, complete cds 

203652 

LIB3083-020-Q1-L1-E12 

BLASTX 

g3377850 

239 

3.0e-20 

66 

76 

(AF076274) contains simlarity to Canis familiaris signal 
peptidase complex 25 kDa subunit (GB:U12 687) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203653 

LIB3083-020-Q1-L1-E4 

BLASTX 

g2306917 

380 

1.0e-36 

90 

83 

(AF003728) plasma membrane intrinsic protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203654 

LIB3083-020-Q1-L1-E5 

BLASTX 

g4185143 

212 

4.0e-17 

70 

60 

(AC005724) putative signal recognition particle receptor 
beta subunit [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203655 

LIB3083-020-Q1-L1-E8 

BLASTX 

g2829204 

494 

5.0e-50 

116 

85 

(AF044204) lipid transfer protein precursor [Gossypium 
hirsutum] 



Seq. No. 



203656 



27765 



II 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3083-020-Q1-L1-F10 

BLASTX 

g4220482 

362 

1.0e-34 

119 
36 

(AC006069) 



hypothetical protein [Arabidopsis thaliana] 



203657 

LIB3083-020-Q1-L1-F12 

BLASTX 

g4467111 

305 

5.0e-28 

101 

56 

(AL035538) putative protein [Arabidopsis thaliana] 
203658 

LIB3083-020-Q1-L1-F2 

BLASTX 

g320558 

297 

5.0e-27 

99 

63 

DNA-binding protein - Arabidopsis thaliana >gi_601843 
(M25268) DNA-binding protein [Arabidopsis thaliana] 



Seq. No. 


203659 


Seq. ID 


LIB3083-020-Q1-L1-F3 


Method 


BLASTX 


NCBI GI 


g4455234 


BLAST score 


198 


E value 


2.0e-15 


Match length 


54 


% identity 


67 


NCBI Description 


(AL035523) putative protein 


Seq. No. 


203660 


Seq. ID 


LIB3083-020-Q1-L1-F4 


Method 


BLASTX 


NCBI GI 


g3297823 


BLAST score 


247 


E value 


4.0e-21 


Match length 


73 


% identity 


71 


NCBI Description 


(AL031032) putative protein 


Seq. No. 


203661 


Seq. ID 


LIB3083-020-Q1-L1-F6 


Method 


BLASTX 


NCBI GI 


g4468812 


BLAST score 


395 


E value 


2.0e-38 


Match length 


97 



[Arabidopsis thaliana] 



27766 



% identity 


46 


NCBI Description 


(AL035601) putative protein 


Seq* No. 


203662 


Seq. ID 


LIB3083-020-Q1-L1-G3 


Method 


BLASTN 


NCBI GI 


gl9212 


BLAST score 


64 


E value 


1.0e-27 


Match length 


238 


% identity 


25 


NCBI Description 


Tomato extensin mRNA (clone 


Seq. No, 


203663 


Seq. ID 


LIB3083-020-Q1-L1-G8 


Method 


BLASTX 


NCBI GI 


g2982453 


BLAST score 


532 


E value 


1.0e-54 


Match length 


124 


% identity 


82 


NCBI Description 


(AL022223) f ructose-bisphos 




[Arabidopsis thaliana] 


Seq. No. 


203664 


Seq. ID 


LIB3083-020-Q1-L1-H11 


Method 


BLASTX 


NCBI GI 


g2288887 


BLAST score 


466 


E value 


6.0e-47 


Match length 


107 



-1) 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



85 

(Y14325) mevalonate diphosphate decarboxylase [Arabidopsis 
thaliana] >gi_3250736_emb_CAA76803_ (Y17593) mevalonate 
diphosphate decarboxylase [Arabidopsis thaliana] 
>gi_3786002 (AC005499) mevalonate diphosphate decarboxylase 
[Arabidopsis thaliana] 

203665 

LIB3083-020-Q1-L1-H4 

BLASTX 

g462141 

244 

8.0e-21 

49 

90 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE (GAPDH) 

>gi_1085816_pir S38570 glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12} - Atriplex nummularia 
>gi_409575 (U02886) glyceraldehyde-3-phosphate 
dehydrogenase [Atriplex nummularia] 
>gi_414607_emb_CAA53269_ (X75597) 

glyceraldehyde-3-phosphate dehydrogenase [Atriplex 
nummularia] 



Seq* No. 
Seq. ID 



203666 

LIB3083-020-Q1-L1-H8 



27767 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2118017 

592 

2.0e-61 

133 
74 

non-S-RNase (EC 3.1.-.-) - Japanese pear 
>gi_1526417_dbj_BAA08475_ (D49529) ribonuclease [Pyrus 
pyrifolia] 



Seq. No. 


203667 


Seq. ID 


LIB3083-021-Q1-L1-A1 


Method 


BLASTX 


NCBI GI 


g3136336 


BLAST score 


495 


E value 


2.0e-50 


Match length 


107 


% i dent it v 


54 


NCBI Description 


(AF064552) calmodulin; Cam [Apium graveolens] 




203668 

\J \J \J \J 


Seq. ID 


LIB3083-021-Q1-L1-A10 


Mp1~ VtoH 


BLASTX 


NCBI GI 


g3643607 


BLAST score 


581 


E value 


3.0e-60 




129 


§; 1 Hpn t "i t V 


43 




(AC005395) unknown protein [Arabidopsis thaliana] 


O C ^ • LN • 


203669 




LIB3083-021-O1-L1-A12 


Method 


BLASTN 


NCBI GI 


gl8502 


BLAST score 


33 


E value 


5.0e-09 


Match length 


81 


% identity 


85 


NCBI Description 


G.hirsutum Lea5 gene for late embryogenesis abundant 




protein 


Seq. No. 


203670 


Seq. ID 


LIB3083-021-Q1-L1-A2 


Method 


BLASTX 


NCBI GI 


g2245108 


BLAST score 


443 


E value 


4.0e-44 


Match length 


128 


% identity 


62 


NCBI Description 


(Z97343) EREBP-4 homolog [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



203671 

LIB3083-021-Q1-L1-A3 

BLASTX 

g465820 

300 

2.0e-27 



27768 



Match length 

% identity 

NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



88 
60 

HYPOTHETICAL 18.5 KD PROTEIN C40H1.6 IN CHROMOSOME III 

>gi 280536 pir S28301 hypothetical protein C40H1.6 - 

CaeHorhabdltis elegans >gi_3874819_emb_CAA79557_ (Z19154) 
C40H1.6 [Caenorhabditis elegans] 

203672 

LIB3083-021-Q1-L1-A4 

BLASTX 

g2290780 

441 

8.0e-44 

140 

70 

(AF002667) heat shock cognate protein [Solanum commersonix] 
203673 

LIB3083-021-Q1-L1-A5 

BLASTX 

g3695388 

207 

2.0e-16 

86 

43 

(AF096371) No definition line found [Arabidopsis thaliana] 
203674 

LIB3083-021-Q1-L1-A6 

BLASTX 

g2253583 

257 

3.0e-22 

102 

62 

(U78721) hypothetical protein [Arabidopsis thaliana] 
203675 

LIB3083-021-Q1-L1-A9 

BLASTX 

g2129770 

298 

4.0e-27 

71 

72 

xyloglucan endotransglycosylase-related protein XTR-2 - 
Arabidopsis thaliana >gi_1244756 (U43487) xyloglucan 
endotransglycosylase-related protein [Arabidopsis thaliana] 
>gi_2154611_dbj_BAA20290_ (D63510) endoxyloglucan 
transferase related protein [Arabidopsis thaliana] 

203676 

LIB3083-021-Q1-L1-B10 

BLASTX 

gl762945 

240 

3.0e-20 



27769 



Match length 

% identity 

NCBI Description 



57 
81 

(U66269) ORF; 
tabacum] 



able to induce HR-like lesions [Nicotiana 



Seq. No. 


203677 


Seq. ID 


LIB3083-021-Q1-L1-B11 


Method 


BLASTX 


NCBI GI 


g2811278 


BLAST score 


457 


E value 


1.0e-45 


Match length 


118 


% identity 


73 


NCBI Description 


(AF043284) expansin [Gossypium hirsutum] 


Seq. No. 


203678 


Seq. ID 


LIB3083-021-Q1-L1-B2 


Method 


BLASTX 


NCBI GI 


g584794 


BLAST score 


300 


E value 


3.0e-27 


Match length 


86 


% identity 


67 


NCBI Description 


PLASMA MEMBRANE AT PAS E 1 (PROTON PUMP) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI -Description 



>gi_282953_pir A41779 H+-transporting ATPase (EC 3.6.1.35) 

- curled-leaved tobacco >gi_170289 (M80489) plasma membrane 
H+ ATPase [Nicotiana plumbagini folia] 

203679 

LIB3083-021-Q1-L1-B4 

BLASTX 

g4210330 

553 

6.0e-57 

128 

81 

(AJ223802) 2-oxoglutarate dehydrogenase, El subunit 
[Arabidopsis thaliana] 



Seq. No. 


203680 


Seq. ID 


LIB3083-021-Q1-L1-B5 


Method 


BLASTN 


NCBI GI 


gl!43223 


BLAST score 


196 


E value 


1.0e-106 


Match length 


423 


% identity 


33 


NCBI Description 


Gossypium barbadense 


Seq. No. 


203681 


Seq. ID 


LIB3083-021-Q1-L1-B7 


Method 


BLASTX 


NCBI GI 


g3283220 


BLAST score 


524 


E value 


2.0e-53 


Match length 


143 


% identity 


34 



-2 gene, complete cds 



27770 



1> 



NCBI Description 


(AF061241) splicing factor hPRP17 [Homo sapiens] 


Seq. No. 


203682 


Seq. ID 


LIB3083-021-Q1-L1-B9 


Method 


BLASTX 


NCBI GI 


g3925703 


BLAST score 


ceo 


E value 


e.0e-51 


Match length 


125 


% identity 


87 


NCBI Description 


(X95905) 14-3-3 protein [Lycopersicon esculentum] 


Seq. No. 


203683 


Seq. ID 


LIB3083-021-Q1-L1-C12 


Method 


BLASTX 


NCBI GI 


g2706450 


BLAST score 


218 


E value 


1 . Oe-1 / 


Match length 


48 


% identity 


85 


NCBI Description 


(AJ225172) magnesium dependent soluble inorganic 




pyrophosphatase [Solanum tuberosum] 


Seq. No. 


203684 


Seq. ID 


LIB3083-021-Q1-L1-C3 


Method 


BLASTX 


NCBI GI 


g4325370 


BLAST score 


307 


E value 


4.0e-28 


Match length 


91 



% identity 63 

NCBI Description (AF128396) similar to human phosphotyrosyl phosphatase 
activator PTPA (GB:X73478) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203685 

LIB3083-021-Q1-L1-C4 

BLASTX 

g267069 

599 

2.0e-62 

112 

97 

TUBULIN ALPHA-2/ALPHA-4 CHAIN >gi_320183_pir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi_166914 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi__166916 
(M84697) alpha-4 tubulin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203686 

LIB3083-021-Q1-L1-C6 

BLASTX 

g3513727 

581 

3.0e-60 

138 

44 

(AF080118) contains similarity to TPR domains (Pfam: 
TPR.hmm: score: 11.15) and kinesin motor domains (Pfam: 



27771 



kinesin2.hmm, score: 17.49, 20.52 and 10.94) [Arabidopsis 
thaliana] >gi_4539358_emb_CAB40052 . 1_ (AL049525) putative 
protein [Arabidopsis thaliana] 



Seq. No. 203687 

Seq. ID LIB3083-021-Q1-L1-C9 

Method BLASTX 

NCBI GI g4406814 

BLAST score 322 

E value 7.0e-30 

Match length 90 

% identity 70 

NCBI Description (AC006201) putative peptidyl -prolyl isomerase [Arabidopsis 
thaliana] 

Seq. No. 203688 

Seq. ID LIB3083-021-Q1-L1-D12 

Method • BLASTX 

NCBI GI g!174749 

BLAST score 545 

E value 5.0e-56 

Match length 12 9 

% identity 83 



NCBI Description TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) 

>gi_1362177_pir S537 60 triose-phosphate isomerase (EC 

5.3.1.1), cytosolic - rye >gi_407525_emb_CAA81487_ (Z26875) 
triosephosphate isomerase [Secale cereale] 

>gi_10954 93_prf 2109226A triosephosphate isomerase [Secale 

cereale] 



Seq. No. 


203689 


Seq. ID 


LIB3083-021-Q1-L1-D2 


Method 


BLASTX 


NCBI GI 


g2661840 


BLAST score 


235 


E value 


9.0e-20 


Match length 


64 


% identity 


72 


NCBI Description 


(Y15430) adenosine kinase [Physcomitrella patens] 


Seq. No. 


203690 


Seq. ID 


LIB3083-021-Q1-L1-E2 


Method 


BLASTX 


NCBI GI 


g2435518 


BLAST score 


334 


E value 


2.0e-31 


Match length 


103 


% identity 


67 


NCBI Description 


(AF024504) contains similarity to C3HC4-type zinc 




[Arabidopsis thaliana] 


Seq. No. 


203691 


Seq. ID 


LIB3083-021-Q1-L1-E3 


Method 


BLASTX 


NCBI GI 


gl769895 


BLAST score 


420 


E value 


1.0e-41 



27772 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



117 
76 

(X96598) 



CaLB protein [Arabidopsis thaliana] 



203692 

LIB3083-021-Q1-L1-E5 

BLASTX 

gl769895 

491 

1.0e-49 

130 
73 

(X96598) CaLB protein [Arabidopsis thaliana] 
203693 

LIB3083-021-Q1-L1-E6 

BLASTX 

g4454468 

590 

3.0e-61 

143 
76 

(AC006234) 
thaliana] 



putative NADH dehydrogenase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203694 

LIB3083-021-Q1-L1-F1 

BLASTX 

g485742 

539 

2.0e-55 

117 

91 

(L32791) pyrophosphatase 



[Beta vulgaris] 



203695 

LIB3083-021-Q1-L1-F11 

BLASTX 

gl00525 

509 

7.0e-52 

103 
23 

ubiquitin precursor UbB2 - common sunflower (fragment) 
>gi_18803__emb_CAA40323_ (X57003) polyubiquitin protein 
[Helianthus annuus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203696 

LIB3083-021-Q1-L1-F2 

BLASTX 

g2661840 

4 68 

6.0e-47 

139 

63 

(Y15430) adenosine kinase [Physcomitrella patens] 



27773 



Seq. No. 


203697 


Seq. ID 


LIB3083-021-Q1-L1-F3 


Method 


BLASTX 


NCBI GI 


g2909783 


BLAST score 


516 


E value 


1.0e-52 


Match length 


129 


% identity 


41 


NCBI Description 


(AF020289) MgATP-energized glutathione 




[Arabidopsis thaliana] 


Seq. No. 


203698 


Seq. ID 


LIB3083-021-Q1-L1-F4 


Method 


BLASTX 


NCBI GI 


g2564237 


BLAST score 


272 


R valup 

J— 1 V ^ \^ 


3.0e-24 


Match lpncrth 


67 


% i dent i t v 


78 


NCBI Description 


(Y10112) omega-6 desaturase [Gossypium 


Seq. No. 


203699 


Seq. ID 


LIB3083-021-Q1-L1-F6 


Method 


BLASTX 


NCBI GI 


g!694976 


DUflU 1 


387 


E value 


2.0e-37 


Match length 


85 


Sr i Hpnt i t V 


84 


NPBT Dps print ion 


(Y09482) HMG1 [Arabidopsis thaliana] 




>gi 2832361 emb CAA74402 (Y14073) HMG 




thaliana] 


Sea No 


203700 


Seq. ID 


LIB3083-021-Q1-L1-F7 


Method 


BLASTX 


NCBI GI 


g3511285 


BLAST score 


216 


E value 


2.0e-28 


Match length 


104 



% identity 

NCBI Description 



63 

(AF081534) 
tremula] 



cellulose synthase [Populus alba x Populus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203701 

LIB3083-021-Q1-L1-F8 

BLASTX 

gl706956 

748 

9.0e-80 

142 

99 

(U58283) cellulose synthase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 
Method 



203702 

LIB3083-021-Q1-L1-F9 
BLASTX 



27774 



NCBI GI 


g3128176 


BLAST score 


182 


E value 


2.0e-13 


Match length 


119 


% identity 


34 


NCBI Description 


(AC004521) unknown protein [Arabidopsis 


Seq. No. 


203703 


Seq. ID 


LIB3083-021-Q1-L1-G1 


Method. 


BLASTX 


NCBI GI 


g485742 


BLAST score 


432 


E value 


8.0e-43 


Match length 


114 


% identitv 


80 


NCBI Description 


(L32791) pyrophosphatase [Beta vulgaris; 


Seq. No. 


203704 


Seq. ID 


LIB3083-021-Q1-L1-G11 


Method 


BLASTX 


NCBI GI 


g2129840^ 


BLAST score 


453 


E value 


3.0e-45 


Match lencfth 


130 


9; identitv 


68 


TJPRT npcjf' , r"int"i nn 


nucleosome assembly protein 1 — soybean 


(L38856) nucleosome assembly protein 1 




203705 


Seq. ID 


LIB3083-021-Q1-L1-G12 


Method 


BLASTX 


NCBI GI 


g461498 


BLAST score 


464 


E value 


1.0e-46 



[Glycine max] 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



130 
70 

ALANINE AMINOTRANSFERASE 2 (GPT) (GLUTAMIC—PYRUVIC 
TRANSAMINASE 2) ( GLUTAMIC — ALANINE TRANSAMINASE 2) 

(ALAAT-2) >gi_320619_pir S28429 alanine transaminase (EC 

2.6.1.2) - proso millet >gi_296204__emb_CAA49199_ (X69421) 
alanine aminotransferase [Panicum miliaceum] 

203706 

LIB3083-021-Q1-L1-G2 

BLASTN 

g!143223 

35 

3.0e-10 

127 

83 

Gossypium barbadense FbLate-2 gene, complete cds 
203707 

LIB3083-021-Q1-L1-G3 

BLASTX 

g2979562 

179 



27775 



E value 
Match length 
% identity 
NCBI Description 



2.0e-13 

86 
50 

(AC003680) unknown protein [Arabidopsis thaliana] 
>gi_3386623 (AC004665) unknown protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



203708 

LIB3083-021-Q1-L1-G5 
. BLASTX 
gl360141 
169 

6.0e-12 

109 
43 

(X97980) protein kinase [Solanum berthaultii] 
203709 

LIB3083-021-Q1-L1-G6 

BLASTX 

g2829204 

505 

3.0e-51 
120 
85 

(AF044204) 
hirsutum] 



lipid transfer protein precursor [Gossypium 



203710 

LIB3083-021-Q1-L1-G7 

BLASTX 

g!345501 

618 

1.0e-64 

137 

89 

(X59517) glycolytic glyceraldehyde 3-phosphate 
dehydrogenase [Antirrhinum ma jus] 

203711 

LIB3083-021-Q1-L1-G8 

BLASTX 

g2497743 

164 

2.0e-ll 

57 
58 

NONSPECIFIC LIPID-TRANSFER PROTEIN PRECURSOR (LTP) (GH3) 
>gi_999315_bbs_166991 (S78173) LTP=lipid transfer protein 

[Gossypium hirsutum=cotton, fiber, Peptide, 120 aa] 

[Gossypium hirsutum] 

203712 

LIB3083-021-Q1-L1-H1 

BLASTX 

g4455206 

503 



27776 



E value 
Match length 
% identity 
NCBI Description 



4.0e-51 

138 

75 

(AL035440) putative beta-1, 3-glucanase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203713 

LIB3083-021-Q1-L1-H10 

BLASTX 

gl25887 

189 

3.0e-14 

95 

46 

ANTHER SPECIFIC LAT52 PROTEIN PRECURSOR 

>gi_82092_pir S047 65 LAT52 protein precursor - tomato 

>gi_295812_emb_CAA33854__ (X15855) LAT52 [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203714 

LIB3083-021-Q1-L1-H11 

BLASTX 

gl854386 

404 

2.0e-39 
100 
77 

(AB001375) 
vinif era] 



similar to soluble NSF attachment protein [Vitis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203715 

LIB3083-021-Q1-L1-H3 

BLASTX 

g3176669 

335 

2.0e-31 

135 

54 

(AC004393) End is cut off. 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203716 

LIB3083-021-Q1-L1-H5 

BLASTX 

g4105772 

242 

4.0e-21 

54 

40 

(AF049917) PGP9B [Petunia x hybrida] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



203717 

LIB3083-021-Q1-L1-H6 

BLASTX 

g2833311 

249 

3.0e-21 
64 



27777 



% identity 

NCBI Description 



69 

HYPOTHETICAL 18.9 KD PROTEIN R07E5.13 IN CHROMOSOME III 

>gi_630728_pir S43605 R07E5.13 protein (clone R07E5) - 

Caenorhabditis elegans >giJ387894 6_emb_CAA83622_ (Z32683) 
R07E5.13 [Caenorhabditis elegans] 



Seq, No. 


203718 


Seq. ID 


LIB3083-021-Q1-L1-H7 


Method 


BLASTX 


NCBI GI 


g2935416 


BLAST score 


427 


E value 


3.0e-42 


Match length 


111 


% identity 


78 


NCBI Description 


(AF047896) isoflavone 


Seq. No. 


203719 


Seq. ID 


LIB3083-022-Q1-L1-A12 


Method 


BLASTX 


NCBI GI 


g464850 


BLAST score 


214 


E value 


3.0e-17 


Match length 


55 


% identity 


76 


NCBI Description 


TUBULIN BETA-1 CHAIN 



>gi_421783_pir S32668 tubulin beta-1 

chain - fern (Anemia phyllitidis) >gi_2964 98_emb_CAA48929_ 
(X69185) beta tubulin 1 [Anemia phyllitidis] 



Seq. No. 


203720 


Seq. ID 


LIB3083-022-Q1-L1-A3 


Method 


BLASTX 


NCBI GI 


gl706958 


BLAST score 


298 


E value 


4.0e-27 


Match length 


67 


% identity 


87 


NCBI Description 


(U58284) cellulose synthase [ 


Seq. No. 


203721 


Seq. ID 


LIB3083-022-Q1-L1-A4 


Method 


BLASTX 


NCBI GI 


g3298474 


BLAST score 


566 


E value 


2.0e-58 


Match length 


137 


% identity 


82 


NCBI Description 


(AB012765) ovpl [Oryza sativa 


Seq. No. 


203722 


Seq. ID 


LIB3083-022-Q1-L1-A5 


Method 


BLASTX 


NCBI GI 


gl710551 


BLAST score 


253 


E value 


9.0e-22 


Match length 


49 


% identity 


94 


NCBI Description 


60S RIBOSOMAL PROTEIN L39 >gi 



[Gossypium hirsutum] 



1177369 emb CAA64728 



27778 



(X95458) ribosomal protein L39 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203723 

LIB3083-022-Q1-L1-A9 

BLASTX 

g2275196 

439 

1.0e-43 

90 

93 

(AC002337) water stress-induced protein, WSI76 isolog 
[Arabidopsis thaliana] 

203724 

LIB3083-022-Q1-L1-B10 

BLASTX 

g3273828 

171 

3.0e-12 

95 

45 

(AF068 686) nodule-enhanced malate dehydrogenase [Glycine 
max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203725 

LIB3083-022-Q1-L1-B11 

BLASTN 

g3873174 

40 

4.0e-13 

98 

91 

Genomic sequence for Arabidopsis thaliana BAC F14N23, 
complete sequence [Arabidopsis thaliana] 

203726 

LIB3083-022-Q1-L1-B3 

BLASTX 

g2275210 

284 

2.0e-25 

111 

51 

(AC002337) peptidyl -prolyl cis-trans isomerase isolog 
[Arabidopsis thaliana] 

203727 

LIB3083-022-Q1-L1-B4 

BLASTX 

g4006890 

407 

8.0e-40 

81 

89 

(Z99708) ubiquitin — protein ligase-like protein 
[Arabidopsis thaliana] 



27779 



Seq* No. 


203728 


Seq. ID 


LIB3083-022-Q1- 


Method 


BLASTX 


NCBI GI 


gl657948 


BLAST score 


511 


E value 


5.0e-52 


Match length 


126 


% identity 


79 


NCBI Description 


(U73466) MipC 


Sea. No. 


203729 


Seq. ID 


LIB3083-022-Q1 


Method 


BLASTX 


NCBI GI 


gll6923 


BLAST score 


301 


E value 


2.0e-27 


Match length 


134 


% identity 


47 


NCBI Description 


COATOMER BETA 



lUNIT (BETA-COAT PROTEIN) (BETA-COP) 

>gi_111414_pir S13520 beta-COP protein - rat 

>gi_55819_emb_CAA40505__ (X57228) beta COP [Rattus 
norvegicus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203730 

LIB3083-022-Q1-L1-B8 

BLASTX 

g2130139 

245 

7.0e-21 

105 

49 

hypothetical protein - maize 
(X88779) orf [Zea mays] 



>gi_9 4998 0_emb_CAA6 1 2 5 8_ 



203731 

LIB3083-022-Q1-L1-B9 

BLASTX 

g585876 

426 

5.0e-42 

123 

70 

60S RIBOSOMAL PROTEIN L23A (L25) >gi_1084424_pir S48026 

ribosomal protein L25 - common tobacco >gi_310935 (L18 908) 
60S ribosomal protein L25 [Nicotiana tabacum] 

203732 

LIB3083-022-Q1-L1-C1 

BLASTX 

gl703375 

525 

1.0e-53 

102 

100 

ADP-RIBOSYLATION FACTOR 1 >gi_965483_dbj_BAA08259_ (D45420) 
DcARFl [Daucus carota] 



27780 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203733 

LIB3083-022-Q1-L1-C10 

BLASTX 

g3212877 

424 

8.0e-42 

127 

66 

(AC004005) Lea-like protein [Arabidopsis thaliana] 



203734 

LIB3083-022-Q1-L1-C2 

BLASTX 

g3114901 

233 

2.0e-19 

69 

68 

(AJ005804) pcbere [Populus balsamif era subsp. 
>gi_3114905_emb_CAA06709_ (AJ005806) pceberh 
balsamif era subsp. trichocarpa] 



trichocarpa] 
[Populus 



203735 

LIB3083-022-Q1-L1-C3 

BLASTX 

g2827700 

414 

1.0e-40 

106 

75 

(AL021684) DEAD box ATP dependent helicase protein 
[Arabidopsis thaliana] 

203736 

LIB3083-022-Q1-L1-C4 

BLASTX 

gll72811 

645 

9.0e-68 

125 

96 

60S RIBOSOMAL PROTEIN L10-1 (PUTATIVE TUMOR SUPRESSOR SC34) 

>gi_107 6751_pir S49575 ribosomal protein LlO.e, cytosolic 

- rice >gi_575355_emb_CAA57339_ (X81691) putative tumor 
suppresser [Oryza sativa] 

203737 

LIB3083-022-Q1-L1-C7 

BLASTX 

g3386619 

226 

1.0e-18 

95 

49 

(AC004 665) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



203738 



27781 



Seq.. ID 


LIB3083-022-Q1-L1-C9 


Method 


BLASTX 


NCBI GI 


gl709970 


BLAST score 


457 


E value 


1.0e-45 


Match length 


125 


% identity 


73 


NCBI Description 


60S RIBOSOMAL PROTEIN L10A 


Seq. No. 


203739 


Seq. ID 


LIB3083-022-Q1-L1-D1 


Method 


BLASTX 


NCBI GI 


g3337361 


BLAST score 


TOO 

525 


E value 


2.0e-53 


Match length 


135 


% identity 


69 


NCBI Description 


(AC004481) ankyrin-like protein [Arabidops. 


Seq. No. 


203740 


Seq. ID 


LIB3083-022-Q1-L1-D2 


Method 


BLASTX 


NCBI GI 


gl881585 


BLAST score 


283 


E value . 


3.0e-25 


Match length 


94 


% identity 


69 


NCBI Description 


(U72489) remorin [Solanum tuberosum] 


Seq. No. 


203741 


Seq. ID 


LIB3083-022-Q1-L1-D3 


Method 


BLASTX 


NCBI GI 


g3236238 


BLAST score 


446 


E value 


2.0e-44 


Match length 


140 


% identity 


68 


NCBI Description 


(AC004684) putative ARF1 GTPase activating 



[Arabidopsis thaliana] >gi_4519792_dbj_BAA75744 . 1_ 
(AB017876) Aspl [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203742 

LIB3083-022-Q1-L1-D6 

BLASTX 

g3334138 

523 

2.0e-53 

114 

81 

CALNEXIN HOMOLOG PRECURSOR >gi_669003 
[Glycine max] 



(U20502) calnexin 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



203743 

LIB3083-022-Q1-L1-D9 

BLASTX 

g4033424 

596 



27782 




E value 


4.0e-62 


Match length 


1Z1 


% identity 


89 


NCBI Description 


SOLUBLE INORGANIC PYROPHOSPHATASE (PYROPHOSPHATE 




PHOSPHO-HYDROLASE) (PPASE) >gi_2668746 (AF034947) inorgani 




pyrophosphatase [Zea mays] 


Seq. No. 


203744 


Seq. ID 


LIB3083-022-Q1-L1-E10 


Method 


BLASTX 


NCBI GI 


gll70508 


BLAST score 


350 


E value 


4.0e-33 


Match length 


99 


% identity 


71 


NCBI Description 


EUKARYOTIC INITIATION FACTOR 4A-8 (EIF-4A-8) 




>gi_2119931j?ir S60244 translation initiation factor 




eIF-4A.8, anther-specific - common tobacco 




>gi_475219_emb_CAA55639_ (X7 9004) translation initiation 




factor (eIF-4A) [Nicotiana tabacum] 




>gi_475221_emb_CAA55640_ (X7 9005) translation initiation 




factor (eIF-4A) [Nicotiana tabacum] 


Seq. No. 


203745 


Seq. ID 


LIB3083-022-Q1-L1-E12 


Method 


BLASTX 


NCBI GI 


g3450889 


BLAST score 


187 


E value 


1.0e-14 


Match length 


58 


% identity 


64 


NCBI Description 


(AF083890) 19S proteosome subunit 9 [Arabidopsis thaliana] 


Seq. No. 


203746 


Seq. ID 


LIB3083-022-Q1-L1-E2 


Method 


BLASTX 


NCBI GI 


g4539383 


BLAST score 


374 


E value 


4 . 0e-36 


Match length 


95 


% identity 


69 


NCBI Description 


(AL035526) putative protein (fragment) [Arabidopsis 




thaliana] 


Seq. No. 


203747 


Seq. ID 


LIB3083-022-Q1-L1-E3 


Method 


BLASTX 


NCBI GI 


g3935181 


BLAST score 


644 


E value 


1.0e-67 


Match length 


138 


% identity 


84 


NCBI Description 


(AC004557) F17L21.24 [Arabidopsis thaliana] 


Seq. No. 


203748 


Seq. ID 


LIB3083-022-Q1-L1-E4 


Method 


BLASTX 



27783 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl717854 
155 

3.0e-10 

48 

52 

UBIQUITIN-CONJUGATING ENZYME E2-24 KD (UBIQUITIN-PROTEIN 
LI GAS E) (UBIQUITIN CARRIER PROTEIN) 

>gi_1072368_emb_CAA63351_ (X92663) ubiquit in-conjugating 
enzyme UbcD2 [Drosophila melanogaster] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203749 

LIB3083-022-Q1-L1-E5 

BLASTX 

gl732511 

445 

3.0e-44 

109 

76 

(U62742) Ran binding protein 1 homolog [Arabidopsis 
thaliana] 



JCCji IN VJ . 




oeq. LU 


T TR^OR'} — 099-01 -T 1 -Tfi 




Diinu X /\. 


JNUrSJ. \3± 


rr9 R7flfi A 1 

gz o / u u fi / 


BLAST score 


173 


E value 


2.0e-12 


JMancn xengtn 


1 1 o 

LLO 


s identity 




NCBI Description 


(iuyzo4 ) JxiDiixZo Kinase~±iKe prot 


Seq. No. 


203751 


Seq. ID 


LIB3083-022-Q1-L1-E7 


Method 


BLASTX 


NCBI GI 


g584928 


BLAST score 


326 


E value 


2.0e-30 


Match length 


121 


% identity 


46 


NCBI Description 


ENDOCHITINASE CH25 PRECURSOR >gi 




chitinase (EC 3.2.1.14) class I 




(M95835) endochitinase [Brassica 


Seq. No. 


203752 


Seq. ID 


LIB3083-022-Q1-L1-E8 


Method 


BLASTX 


NCBI GI 


g2811278 


BLAST score 


532 


E value 


2.0e-54 


Match length 


133 


% identity 


74 


NCBI Description 


(AF043284) expansin [Gossypium h 


Seq. No. 


203753 


Seq. ID 


LIB3083-022-Q1-L1-F1 


Method 


BLASTN 


NCBI GI 


g!143223 



precursor - 



: S59953 

rape >gi_ 



167130 



27784 



BLAST score 


148 


E value 


1.0e-77 


Match length 


386 


% identity 


49 


NCBI Description 


Gossypium barbadense FbLate-2 gene, complete 


Seq. No. 


203754 


Seq. ID 


LIB3083-022-Q1-L1-F11 


Method 


BLASTX 


NCBI GI 


g4204300 


BLAST score 


200 


E value 


7.0e-16 


Match length 


74 


% identity 


59 


NCBI Description 


(AC003027) Unknown protein [Arabidopsis thai 


Seq. No. 


203755 


Seq. ID 


LIB3083-022-Q1-L1-F3 


Method 


BLASTX 


NCBI GI 


gl839188 


BLAST score 


244 


E value 


1.0e-36 


Match length 


117 


% identity 


72 


NCBI Description 


(U86081) root hair defective 3 [Arabidopsis 


Seq. No. 


203756 


Seq. ID 


LIB3083-022-Q1-L1-F5 


Method 


BLASTX 


NCBI GI 


g71498 


BLAST score 


294 


E value 


8.0e-27 


Match length 


95 


% identity 


63 


NCBI Description 


heat shock protein 17.7 - garden pea 


Seq. No. 


203757 


Seq. ID 


LIB3083-022-Q1-L1-F7 


Method 


BLASTX 


NCBI GI 


g3176709 


BLAST score 


199 


E value 


2.0e-15 


Match length 


68 


% identity 


47 


NCBI Description 


(AC002392) putative anthranilate 




N-hydroxycinnamoyl/benzoyltransf erase [Arabi 




thaliana] 


Seq. No. 


203758 


Seq. ID 


LIB3083-022-Q1-L1-F8 


Method 


BLASTX 


NCBI GI 


gl825645 


BLAST score 


276 


E value 


2.0e-24 


Match length 


72 



% identity 68 

NCBI Description (U88173) 



weak similarity to Arabidopsis thaliana 



27785 




ubiquitin-like protein 8 [Caenorhabciitis elegans] 



Seq. No. 


203759 


Seq. ID 


LIB3083-022-Q1-L1-F9 


Method 


BLASTX 


NCBI GI 


g3935145 


BLAST score 


294 


E value 


1.0e-26 


Match length 


84 


% identity 


64 


NCBI Description 


(AC005106) T25N20.9 [Arabidopsis thaliana] 


Seq. No. 


203760 


Seq. ID 


LIB3083-022-Q1-L1-G1 


Method 


BLASTX 


NCBI GI 


g4105561 


BLAST score 


692 


E value 


3.0e-73 


Match length 


140 


% identity 


96 


NCBI Description 


(AF047444) ribulose-5-phosphate-3-epimerase [Oryza sativa] 


Seq. No. 


203761 


Seq. ID 


LIB3083-022-Q1-L1-G2 


Method 


BLASTX 


NCBI GI 


g4063751 


BLAST score 


201 


R value 


1.0e-15 


Mafph 1 pnerth 


124 




30 


NCBI Description 


(AC005851) putative white protein [Arabidopsis thaliana] 




>ai 4510409 ab AAD21495 1 (AC006929) putative white 




nrotein rAr*abidor>sis thalianal 


Seq. No. 


203762 


Seq. ID 


LIB3083-022-Q1-L1-G4 


Method 


BLASTX 


NCBI GI 


g3980406 


BLAST score 


447 


E value 


2.0e-44 


Match lencfth 


135 


% identity 


67 


NCBT Description 


(AC004561) putative tropinone reductase [Arabidopsis 




tha 3 i ana 1 


Seq. No. 


203763 


Sea. ID 


LIB3083-022-Q1-L1-G7 


Method 


BLASTX 


NCBI GI 


g2623297 


BLAST score 


174 


E value 


2.0e-12 


rid UUIi Xciiy Lll 


-7 -7 


% identity 


40 


NCBI Description 


(AC002409) unknown protein [Arabidopsis thaliana] 




>gi_37 90583 (AF079180) RING-H2 finger protein RHCla 




[Arabidopsis thaliana] 




27786 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203764 

LIB3083-022-Q1-L1-G9 

BLASTX 

gl35452 

417 

2.0e-41 

82 
96 

TUBULIN BETA-1 CHAIN >gi_170060 (M21296) S-beta-1 tubulin 
[Glycine max] 



Seq. No. 


203765 


Seq. ID 


LIB3083-022-Q1-L1-H1 


Method 


BLASTX 


NCBI GI 


g3135264 


BLAST score 


181 


E value 


2.0e-13 


Match length 


43 


% identity 


79 


NCBI Description 


(AC003058) unknown prot 


Seq. No. 


203766 


Seq. ID 


LIB3083-022-Q1-L1-H2 


Method 


BLASTX 


NCBI GI 


g584794 


BLAST score 


435 


E value 


4.0e-43 


Match length 


133 


% identity 


68 


NCBI Description 


PLASMA MEMBRANE AT PAS E 



1 (PROTON PUMP) 

>gi_282953_pir A41779 H+-transporting ATPase (EC 3.6.1.35) 

- curled-leaved tobacco >gi_170289 (M80489) plasma membrane 
H+ ATPase [Nicotiana plumbagini folia] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203767 

LIB3083-022-Q1-L1-H6 

BLASTX 

g3738257 

396 

1.0e-38 

90 

86 

(AB018410) cytosolic phosphoglycerate kinase 1 
nigra] 



[Populus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203768 

LIB3083-022-Q1-L1-H7 

BLASTN 

g2980787 

38 . 

5.0e-12 

74 

88 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



PI clone M7J2 



Seq. No. 



203769 



27787 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3083-022-Q1-L1-H8 

BLASTX 

g3811007 

587 

6.0e-61 

122 
91 

(AB019327) 
carota] 



NADP specific isocitrate dehydrogenase [Daucus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203770 

LIB3083-022-Q1-L1-H9 

BLASTX 

g2695711 

399 

6.0e-39 

116 

69 

(AJ001370) cytochome b5 [Olea europaea] 
203771 

LIB3083-023-Q1-L1-A1 

BLASTX 

gl783305 

213 

3.0e-17 

80 
55 

(D78609) bZIP protein [Oryza sativa] 



203772 

LIB3083-023-Q1-L1-A3 

BLASTX 

g2494299 

364 

8.0e-35 

130 

59 

EUKARYOTIC TRANSLATION INITIATION 
(EIF-2-BETA) >giJL732361 (U80269) 
factor 2 beta [Malus domestica] 



FACTOR 2 BETA SUBUNIT 
translation initiation 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203773 

LIB3083-023-Q1-L1-A7 

BLASTX 

gl854386 

418 

3.0e-41 

117 

68 

(AB001375) 
vinif era] 



similar to soluble NSF attachment protein [Vitis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



203774 

LIB3083-023-Q1-L1-B10 

BLASTX 

gl854386 



27788 



fl 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



160 

7.0e-18 

101 
51 

(AB001375) similar to soluble NSF attachment protein [Vitis 
vinifera] 

203775 

LIB3083-023-Q1-L1-B11 

BLASTX 

g2497742 

329 

1.0e-30 

73 
88 

NONSPECIFIC LIPID-TRANSFER PROTEIN PRECURSOR (LTP) 
>gi_995907 (U15153) nonspecific lipid transfer protein 
precursor [Gossypium hirsutum] 

203776 

LIB3083-023-Q1-L1-B2 

BLASTX 

gl568480 

146 

4.0e-14 

76 

58 

(Z71703) cdc2-like protein kinase [Beta vulgaris] 
203777 

LIB3083-023-Q1-L1-B3 

BLASTX 

g2146731 

401 

3.0e-39 

121 

33 

FK506-binding protein - Arabidopsis thaliana >gi_1354207 
(U4 9453) rofl [Arabidopsis thaliana] 

203778 

LIB3083-0.23-Q1-L1-B4 

BLASTX 

g2244833 

145 

3.0e-09 

104 

20 

(Z97337) centromere protein homolog [Arabidopsis thaliana] 
203779 

LIB3083-023-Q1-L1-B5 

BLASTX 

g2160322 

385 

2.0e-37 
94 



27789 



fl 



% identity 77 

NCBI Description (D16139) cytokinin binding protein CBP57 [Nicotiana 
sylvestris] 



Sea Nn 


^Uj / 0 u 


Seq, ID 


LIB3083-023-Q1-L1-B9 


Method 


BLASTX 


NCBI GI 


gl518540 


BLAST score 


147 


E value 


1.0e-09 


Match length 


51 


% identity 


61 


NCBI Description 


(U53418) UDP-glucose dehydrogenase [Glycine max] 


Seq. No. 


203781 


. XL? 


JLlnoUoo-Uzo — yi-Ll— CI 


Method 


BLASTX 


NCBI GI 


g4406780 


BLAST score 


257 


E value 


7.0e-32 


Match length 


99 


% identity 


72 


NCBI Description 


(AC006532) putative multisoannina membrane nrril-pir 




[Arabidopsis thaliana] 


oeq. no. 


o a o n o o 


Seq. ID 


LIB3083-023-Q1-L1-C2 


Method 


BLASTX 


NCBI GI 


g4098128 


BLAST score 


540 


E value 


2.0e-55 


Match length 


132 


% identity 


81 


NCBI Description 


(U73588) sucrose synthase [Gossypium hirsutum] 


Oc4» 1NO. 


^Uo loo 


Seq. ID 


LIB3083-023-Q1-L1-C4 


Method 


BLASTX 


NCBI GI 


g3953478 


BLAST score 


455 


E value 


4.0e-49 


Match length 


135 


% identity 


81 


NCBI Description 


(AC002328) F2202.23 [Arabidopsis thaliana] 


ucCjt 1NO • 


o n o *7 o yi 


Seq. ID 


LIB3083-023-Q1-L1-C7 


Method 


BLASTX 


NCBI GI 


g4103635 


BLAST score 


194 


E value 


8.0e-15 


Match length 


129 


% identity 


40 


NCBI Description 


(AF026538) ABA- responsive protein [Hordeum vulgare 


Seq. No. 


203785 


Seq. ID 


LIB3083-023-Q1-L1-C8 



27790 



Method 


€1 

Hit" 
BLASTX 


NCBI GI 


g2497486 


BLAST score 


192 


E value 


1.0e-14 


Match length 


54 


% identity 


69 


NCBI Description 


URIDYLATE 



(UK) (URIDINE MONOPHOSPHATE KINASE) (UMP 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203786 

LIB3083-023-Q1-L1-D1 

BLASTX 

g2129473 

357 

6.0e-34 

140 

49 

arabinogalactan-like protein - loblolly pine >gi_607774 
(U09556) arabinogalactan-like protein [Pinus taeda] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203787 

LIB3083-023-Q1-L1-D10 

BLASTX 

g2497743 

177 

8.0e-13 

57 
61 

NONSPECIFIC LIPID-TRANSFER PROTEIN PRECURSOR (LTP) (GH3) 
>gi_999315_bbs_166991 (S78173) LTP=lipid transfer protein 

[Gossypium hirsutum=cotton, fiber, Peptide, 120 aa] 

[Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203788 

LIB3083-023-Q1-L1-D12 

BLASTX 

g2695861 

277 

6.0e-25 

73 

74 

(Y14272) 3-deoxy-D-manno-2-octulosonate-8-phosphate 
synthase [Pisum sativum] >gi_2695863_emb_CAA74 645_ (Y14273) 
3-deoxy-D-manno-2-octulosonate-8 -phosphate synthase [Pisum 
sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203789 

LIB3083-023-Q1-L1-D5 

BLASTX 

g4417283 

259 

2.0e-22 

133 

38 

(AC007019) putative cytochrome p450 [Arabidopsis thaliana] 



27791 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203790 

LIB3083-023-Q1-L1-D6 

BLASTX 

gll29145 

500 

1.0e-50 

137 

72 

(X75329) acetyl-CoA C-acyltransf erase [Mangifera indica] 



UC^j* V* \J . 


203791 


c*&rt TV) 

DC^J. XL/ 


T.TB3083-023- 




BLASTX 


NCBI GI 


g3236242 


BLAST score 


292 


E value 


1.0e-26 


ildUOil xtuiy Uii 


O -J 


^ laenniuy 


79 


jNUbi uescriprion 


^HuUUfl DO ; 




-f-Vja 1 n anal 


beq. wo. 




aeq. in 


LilDJUO J J 


Method 




XT /"I'D T /-i T 


g4t IIDj / / 


hsiiAbi score 


j i? J 


E value 


3.0e-38 


Match length 


118 


% identity 


0 o 


NCBI Description 


(ALUUO / ; 


oeq. wo. 




beq. id 


t m^nfi *3— H9 *3 


Metnoa 


T5T 7i CTY 

rJ-b/ibl A 




y o / jo jui 




487 


E value 


3.0e-49 


Match length 


110 


% identity 


85 


NCBI Description 


(AC005309) 




>gi_4249398 




thaliana] 


Seq. No. 


203794 


Seq. ID 


LIB3083-023 


Method 


BLASTX 


NCBI GI 


g2129559 


BLAST score 


253 


E value 


4.0e-22 


Match length 


74 


% identity 


74 



023-Q1-L1-E1 



(AC006072) putative tubby protein [Arabidopsis 



NCBI Description 



cellulase homolog OR16pep - Arabidopsis thaliana 
>gi_1022807 (U37702) cellulase [Arabidopsis thaliana] 
>gi_3493633 (AF074092) cellulase [Arabidopsis thaliana] 
>gi_3598956 (AF074375) cellulase [Arabidopsis thaliana] 
>gi_3978258 (AF073875) endo-1, 4-beta-D-glucanase KORRIGAN 
[Arabidopsis thaliana] 



27792 



Seq. No. 


203795 


Seq. ID 


LIB3083-023-Q1-L1-E11 


Method 


BLASTX 


NCBI GI 


g2997615 


BLAST score 


496 


E value 


3.0e-50 


Match length 


106 


% identity 


91 


NCBI Description 


(AF035439) CUM10 [Cucumis sativus] 


Seq. No. 


203796 


Seq. ID 


LIB3083-023-Q1-L1-E12 


Method 


BLASTX 


NCBI GI 


g2129499 


BLAST score 


555 


E value 


3.0e-57 


Match length 


132 


& i dent it v 


79 


NCBI Description 


fiber protein E6 (clone CKE6-4A) - upland cotton 




>gi 1000086 (U30506) E6 [Gossypium hirsutum] 


Seq. No. 


203797 


Seq. ID 


LIB3083-023-Q1-L1-E2 


Method 


BLASTX 


NCBI GI 


g2739366 


BLAST score 


200 


F va 1 hp 


1 . Oe-15 


Mai'r'n 1 on rrt" 


73 


Sr -1 Hpnt* "i t v 

O _L- V— <t\^ X -L L- -i- I— y 


48 


NCBI Description 


(AC002505) SF16 like protein [Arabidopsis thaliana] 


Seq. No. 


203798 


Seq. ID 


LIB3083-023-Q1-L1-E3 


Method 


BLASTX 


NCBI GI 


g4455171 


BLAST score 


213 


F. valnp 


3. Oe-17 


Match lencrth 


66 


& iHpntitv 

o *x» ^t^>x x Im> _i_ w y 


58 


NPRT Description 


(AL035521) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


203799 


Seq. ID 


LIB3083-023-Q1-L1-E4 


Mpthod 


BLASTX 


NCBI GI 


g4538929 


BLAST score 


204 


E value 


5.0e-16 


Match lencrth 


116 




41 


NCBI Description 


(AL049483) putative nucleic acid binding protein 




[Arabidopsis thaliana] 


Seq. No. 


203800 


Seq. ID 


LIB3083-023-Q1-L1-E5 


Method 


BLASTX 


NCBI GI 


g3892055 



27793 



© • 



BLAST score 


520 


E value 


3.0e-53 


Match length 


114 


% identity 


84 


NCBI Description 


(AC002330) putative transport protein [Arabidopsis 




thaliana] 


Seq. No. 


203801 


Seq. ID 


LIB3083-023-Q1-L1-E8 


Method 


BLASTX 


NCBI GI 


g227774 


BLAST score 


153 


E value 


5.0e-10 


Match length 


134 


% identity 


34 


NCBI Description 


basic chitinase [Arabidopsis thaliana] 


Seq. No. 


203802 


Seq. ID 


LIB3083-023-Q1-L1-F5 


Method 


BLASTX 


NCBI GI 


g2789434 


BLAST score 


307 


E value 


1.0e-28 


Match length 


72 


% identity 


83 


NCBI Description 


(AB001389) CLB1 [Lycopersicon esculentum] 


Sea. No 


203803 


Seq. ID 


LIB3083-023-Q1-L1-F6 


Method 


BLASTX 


NCBI GI 


g4138209 


BLAST score 


180 


E value 


3.0e-13 


Match length 


112 


% identity 


29 


NCBI Description 


(AJ223071} serine/threonine kinase orotein MSTK2L. lona-f or 




fMus inusculusl 


Seq. No. 


203804 


Seq. ID 


LIB3083-023-Q1-L1-F7 


Method 


BLASTX 


NCBI GI 


g4417283 


BLAST score 


238 


E value 


6.0e-20 


Match length 


117 


% identity 


42 


NCBI Description 


(ACQ07019) putative cytochrome p450 [Arabidopsis thaliana] 


Sea. No 


203805 


Seq. ID 


LIB3083-023-Q1-L1-F8 


Method 


BLASTX 


NCBI GI 


g3885343 


BLAST score 


195 


E value 


5.0e-15 


Match length 


75 


% identity 


44 


NCBI Description 


(AC005623) hypothetical protein [Arabidopsis thaliana] 



27794 



CI 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203806 

LIB3083-023-Q1-L1-G1 

BLASTX 

g3641837 

405 

1.0e-39 

121 
71 

(AL023094) Nonclathrin coat protein gamma - like protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203807 

LIB3083-023-Q1-L1-G10 

BLASTX 

g2245021 

175 

1.0e-12 

60 
57 

(Z97341) heat shock protein 110 homolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID • 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203808 

LIB3083-023-Q1-L1-G2 

BLASTX 

g3522942 

246 

6.0e-21 

113 

49 

(AC004411) hypothetical protein 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203809 

LIB3083-023-Q1-L1-G3 

BLASTX 

g!332579 

139 

4.0e-12 

92 

5 

(X98063) polyubiquitin 



[Pinus sylvestris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203810 

LIB3083-023-Q1-L1-G4 

BLASTX 

gl488052 

437 

2.0e-43 

108 
79 

(U63927) beta-tubulin 



2 [Daucus carota] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



203811 

LIB3083-023-Q1-L1-G6 

BLASTX 

g81952 



27795 



